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10 



15 



36834_at Cluster Incl. AL080058:Homo sapiens mRNA; cDNA DKFZp564G202 (firom 
clone 

36856„at Cluster IncL W28743:51a9 Homo sapiens cDNA /gb=W28743 /gi=1308691 /ug= 

39007jat Cluster Incl. M55593:Human collagenase type IV (CLG4) gene /cds==(289,22 

39409_at Cluster IncL M14058:Human complement Clr mRNA, complete cds /cds==(63,2 

39775_at Cluster Incl. X54486:Human gene for Cl-inhibitor /cds=(60,1562) /gb=X54 

40496_at Cluster Incl. J04080:Human complement component Clr mRNA, complete cds 

40856_at Cluster Incl. U29953 :Human pigment epithelium-derived factor gene, comp 

32193_at Cluster IncL AF030339:Homo sapiens receptor for viral semaphorin prote 

32249_at Cluster Incl. M65292:Human factor H homologue mRNA, complete cds /cds-( 

322S0_at Cluster IncL X07523:Human mRNA for truncated form of complement &ctor 

37402_at Cluster IncL D26129:Human mRNA for ribonuclease A (RNase A), complete 

38057_at Cluster IhcL AL049798:Human DNA sequence firom clone 797M17 on chromoso 

38059__^at Cluster IncL Z22865;H.sapiens dennatopontin mRNA, complete CDS /cds= 

38379_at Cluster IncL X76534:H.sapiens NMB mRNA /cds=(91,1773) /gb=X76534 /gi=6 

38487_at Cluster IncL D87433 :Human mRNA for KIAA0246 gene, partial cds /cds=(0> 

1375_s_at M32304 /FEATURE= /DEFINITION^HUMMET Human metalloproteinase 
inhibitor 



20 METAGENE209: 



25 



33235_at 
34257_at 
37983„at 
33158_at 
346_s_at 
angiotensi 



Cluster IncL AB023155:Homo sapiens mRNA for KIAA0938 protein, complete 
Cluster IncL AB014605:Homo sapiens mRNA for KIAA0705 protein, complete 
Cluster IncL S774l0:type 1 angiotensin II receptor [human, liver, mRNA 
Cluster IncL M97252:Homo sapiens Kallmann syndrome (KAL) mRNA, complet 
D13814 /FEATURE= /DEFINITION=HUMAGRTlB Homo sapiens mRNA for , 



METAGENE 210 ; 



30 



35 



36432, 


.at 


39663^ 


-.at 


33741_ 


at 


35217. 


.at 


clon 




37215. 


,at 


37252. 


-.at 


38610. 


-S_at 


40151 


s at 



Cluster IncL AL079298:Homo sapiens mRNA fiill length insert cDNA clone 
Cluster IncL D63998:Human niRNA for golgi alpha-mannosidasell, complete 
Cluster IncL AI741756:wg22el2.xl Homo sapiens cDNA, 3 end /clone^^IMAG 
Cluster IncL AL049404:Homo sapiens mRNA; cDNA DKFZp586F0219 (fix>m 

Cluster IncL AF046798:untitled /cds=(l 13,2656) /gb=AF046798 /gi=317040 
Cluster Incl. U44755:Human PSE-binding factor PTF delta subunit mRNA, c 
Cluster IncL X14487:Human gene for acidic (type I) cytokeratin 10 /c 
Cluster IncL Z48054:H.sapiens mRNA for peroxisomal targeting signal 
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32153_s_at 

33918_s_at 

34404_at 

35322__at 

36128_at 

37715_at 

39133_at 

39178_at 

40274_at 

40903_at 

don 

1433jgjat 
homolog 



Cluster IncL U49869:Huinan ubiquitin gene, complete cds /cds=(94,783) 
Cluster Inch AJ223349:Hoino salens mKNA for HIRIP3 protein, clone pH 
Cluster IncL W28167:43al Homo sapiens cDNA /gb==W28167 /gi=13081 15 /ug= 
Cluster IncL D50922:Human mKNA for KIAA0132 gene, complete cds /cds^l 
Cluster IncL L40397:Homo sapiens (clone 8311125) mRNA, 3 end of cds / 
Cluster IncL AF045184:Homo sapiens nuclear receptor coactivator NCoA-6 
Cluster IncL AI525379:PTl.l_06_H01.r Homo sapiens cDNA, 5 end /clone_ 
Cluster IncL L10333:Homo sapiens neuroendocrine-specific protein A (NS 
Cluster IncL U48213:Human D-site binding protein gene, promoter region 
Cluster IncL AL049929:Homo sapiens mRNA; cDNA DKFZp547O0510 (fiom 

U68019 /FEATURE^ /DEFINITlON=HSU68019 Homo sapiens mad protein 



15 METAGENE211 



20 



34162_at 
34163 g at 
38047„at 
38049 ^_at 
1276 g at 
MS/type 



Cluster IncL D841 1 l:Homo sapiens mRNA for RBP-MS/type 5, partial cds / 
Cluster IncL D841 ll:Homo sapiens mRNA for RBP-MS/type 5, partial cds 
Cluster IncL D84109:Homo sapiens mRNA for RBP-MS/type 3, complete cds 
Cluster IhcL D841 10:Homo s£q>iens mRNA for RBP-MS/type 4, con^lete cd 
D841 10 /FBATUREf= /DEFnsirnON=D841 10 Homo sapiras mRNA for RBP- 



METAGENE212: 



25 



30 



35 



36253^ 


.at 


Cluster IncL 


37146_ 




Cluster IncL 


39211. 


.at 


Cluster IncL 


39675, 


at 


Cluster IncL 


41622. 


Jjat 


Cluster IncL 


32058. 


.at 


Cluster IncL 


33287. 


.at 


Cluster IhcL 


33289. 




Cluster IncL 


34661. 


jat 


Cluster IncL 


36520^ 


_at 


Cluster IncL 


38000^ 


-.at 


Cluster IncL 


38971^ 


_iL.at 


Cluster IncL 


40123^ 


.at 


Cluster IncL 


34858^ 


.at 


Cluster IncL 



AI131030:qb82fl0.xl Homo sapiens cDNA, 3 end /clotte=^IMAG 
AB007864:Homo sapiens KIAA0404 mRNA, partial cds/cds=(0, 
AF091080:Homo sapiens clone 614 unknown mRNA, complete se 
AF009243:Homo sapiens proline-rich Gla protein 2 (PRGP2) 
AA868898:ak55b08.sl Homo sapiens cDNA, 3 end /cIone=IM 
AF070594:Homo sapiens clone 24570 HNK-1 sulfotransferase 
AA533071:njl9e03.5l Homo sapiens cDNA, 3 end /clone^IMAG 
D88827:Homo sapiens mRNA for zinc finger protein FPM315 
AB002348:Human mRNA for KIAAO350 gene, partial cds /cds=( 
AB014590:Homo sapiens mRNA for KIAA0690 protein, partial 
S72370:pymvate carboxylase [human, kidney, mRNA, 4017 nt 
AJOl 1896:Homo sapiens mRNA for HIV-1, Nef-associated fa 
D87435:Human mRNA for KIAA0248 gene, partial cds /cds-(0, 
D79998:Human mRNA for KIAA0176 gene, partial cds /cds=(0. 
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35791_at Cluster Incl, AF038961 iHomo sapiens SL15 protein mKNA, complete cds /cd 

38845_at Cluster Incl. R89044:ym99b08.sl Homo sapiens cDNA, 3 end /clone==IMAG£- 

39896_at Cluster IncL ABOl 1 149:Homo sapiens mRNA for KIAA0577 protein, complete 

1 17 l_s_at Transcription Factor Oct-1 a/lb, Alt Splice 2, Oct-lb 
5 465_at U74667/FEATURB=/DEFIMTION=HSU74667 Human tat 

JV1ETAGENE213 : 

38219_at Cluster Incl. D10656:Human mRNA for CKK.-II, complete cds /cds=(105,1019 

10 38226_at Cluster IncL W27152:231il 1 Homo sapiens cDNA /gb=W27152 /gi=1306731 /ug 

39708_at Cluster Incl. L29277:Hpmo sapiens DNA-binding protein (APRF) uiRNA, comp 

33417_at Cluster IhcL D3 1 886:Human mRNA for KIAA0066 gene, partial cds /cds=(0, 

38757„at Cluster Incl. U41745:Human PDGF associated protein mKNA, complete cds / 

39810_at Cluster Incl. AC005253:Homo sapiens chromosome 19, cosmid R26445 /cds=( 

15 40935_at Cluster Incl. W28516:47h7 Homo sapiens cDNA /gb=W28516 /gi=1308464 /ug=- 

41528_at Cluster Incl. W72239:zd62h08.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 

2049js_at M29039 /FEATURE=cds /DEFINrnON=HUMJUNCAA Human transactivator 

(jun-B) 

1856_at X75042 /FEATURE^cds /DEFINITION^HSRNAREL H.sapiens rel proto-oncogene mR 
20 1747_at AD000092 /FEATURE=cds#2 /DEFINraON==CII19HHR23 Homo sapiens DNA from chro 
1750_at AD000092 /FEATURE=cds#5 /DEFINITION=CH19HHR23 Homo ss^iens DNA from chro 
1753_s_at AD000092 /FEATURE=cds#7 yDEFINITION=CH19HHR23 Homo sapiens DNA 
from ch 

835 jat U41745 /FEATURE^ /DEFINITION=HSU41745 Human PDGF associated protein mRNA, 
25 476_s__at U50079 /FEATURE^ /DEFINITION=HSU50079 Human histone deacetylase HDl 

mRN 

422__s_at X66867 /FEATURE=cds#2 /DEFINITION=HSMAXG H.sapiens max gene 

399_at X99325 /FEATURE=cds /DEFINITION==HSSTE20 H.sapiens mRNA for Ste20-like kin 
289_at L29277 /FEATURE^ /DEFimTION=HUMAPRF Homo sapiens DNA-binding protein (AP 
30 lOS^g^t Z95624 /FEATURE=cds /DEFINmON=HSU237Hl Human DNA sequence from 

cosmid 

160044 _^_at NMJ)01098 /FEATURE=mRNA /DEFINinON=Homo sapiens aconitase 2, 
mitoch 

35 METAGENE214: 

37600_at Cluster Incl. U68 1 86:Human extracellular matrix protein 1 mRNA, complet 

37614_g_at Cluster Incl. X63578:H,sapiens gene for parvalbumin /cds=(77,403) /gb ^ 
39352_at Cluster Incl. S70585 ithyroid-stimulating hormone alpha subunit jliuman. 
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METAGENE215: 



10 



39607_at Cluster IncL AL080178:Homo sapiesns mRNA; cDNA DKFZp434K171 (fixim 
clone 

41672_at Cluster Incl. AF007128:Homo sapiens clone 23870 mRNA sequence /cds=UNKN 

31869_at Cluster Incl. AB014540:Homo sapiens mRNA for KIAA0640 protein, partial 

38267_at Cluster Incl. AI928365:wo96d08.xl Homo sapiens cDNA, 3 end /clone===IMAG 

32846_s_at Cluster IncL D13629:Human mRNA for KIAA0004 gene, complete cds /cds= 

35327_at Cluster IncL U54559:Homo sapiens translation initiation fector eIF3 p4 

37709_at Cluster Incl. M86934:Hmnan GSl (protein of uiikno^Mi function) mKNA, comp 



METAGENE 216 : 



15 



20 



39610_at 

33219_at 
34728^_at 
35187>t 
clon 

35340„at 
39814 s at 



Cluster IhcL XI 6665:Human H0X2H mKNA from the Hox2 locus /cds-(78, 1 148 
Cluster IncL AB029020:Homo sapiens mRNA for KIAA1097 protein, partial 
Cluster IncL AI800578:wgl2b07.xl Homo sapiens cDNA, 3 end /clone=IM 
Cluster IncL AL080216:Homo sapiens mRNA; cDNADKFZp586K1123 (from 

Cluster fricL AI819948:wj88ell.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Mel. AI052724:oz27al2.xl Homo sapiens cDNA, 3 end /clone=IM 



METAGENE 217 : 



25 



30 



35 



34494jat Cluster IncL AJ003 125:Homo sapiens mRNA for procollagen I-N proteinase 

37823_at Cluster IncL Y16645:Homo sapiens mRNA for monocyte chemotactic protein 

403 1 0_at Cluster IncL AF05 1 1 52:Homo sapiens Toll/interleukin- 1 receptor-like pr 

41870_at Cluster IncL AF030428:Homo sapiens lung type-I cell membrane-associate 

34217_at Cluster Incl. AB015132:Homo sapiens UKLF mRNA for ubiquitous Kmppel li 

37542__at Cluster Incl. D86961 :Human mRNA for KIAA0206 gene, partial cds /cds=(0, 

388 1 9_at Cluster Incl. U33635:Human colon carcinoma kinase-4 (CCK4) mRNA, comple 

760_at Y09216 /FEATURE^ /DEFINITION=HSDYRK2 H.sapiens mRNA for protein kinase, D 
1 60023_at X07876 yFEATURE=cds /DEFINrnON=HSIRP Human mRNA for irp protein 
(int- 

METAGENE218: 



32909_at Cluster IncL U46569:Human aquaporin-5 (AQP5) gene /cds-(0,797) /gb-U46 

39253 s at Cluster IncL M29893:Human low molecular mass GTP-biading protein (ra 
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39267_at Cluster IncL AF10226S:Homo sapiens N-acetylglucosamine-phosphate mutas 

33796_at Cluster Incl. U73960:Human ADP-ribosylation &ctor-like protein 4 niRNA, 

37534_at Cluster lacl. Y07593:H.sapiens mRNA for 46 kDa coxsackievims and adeno 

39338_at Cluster IncL AI201310:qf71bl l.xl Homo sapiens cDNA, 3 end /clone^IMAG 

5 33402jat Cluster Incl. AL03508 1 :H.sapiens thRNA similar to Xenopus laevis xnRNA fo 

35367_at Cluster Incl. AB006780:Homo sapiens mRNA for galectin-3, complete cds / 

36192_at Cluster Incl. D83777:Human mRNA for KIAA0193 gene, complete cds /cds=(3 

1877_g_at Guanine Nucleotide-Binding Protein Ral, Rasr-Oncogene Related 

10 METAGENE219: 



15 



20 



25 



30 



35 



36354„at 

39271_at 

39577_at 

clone 

40017_at 

clon 

40304_at 
40339__at 
41618_at 
33272_at 
36018_at 
36838_at 
36929_at 
37582_at 
37954_at 
39052_at 
34301_r_at 
34820_at 
35280_at 
32521 at 



Cluster Incl. AL049689:Novel human mRNA from chromosome 1, similar to T 
Cluster IncL AA461365:zx70e07.rl Homo sapiens cDNA, 5 end /clone^IMAG 
Cluster IncL AL050024daomo sapiens mRNA; cDNA DKFZp564D206 (from 

Cluster IncL AL050214:Homo sapiens mRNA; cDNADKFZp586H2123 (fiiom 



Cluster Incl. M69225:Human bullous pemphigoid antigen (BPAGl) mRNA, com 
Cluster IncL U95367:Human GABA-A receptor pi subunit mRNA, complete cd 
Cluster IncL M91669:Human Bullous pemphigoid autoantigen BP180 gene, 3 
Cluster IncL AA829286:ofD8a01.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AJOOl 183:Homo sapiens mRNA for SoxlO protein /cds=(120,15 
Cluster Incl. AF055481:Homo sapiens normal epithelial cell-specific 1 ( 
Cluster IncL U17760:Human laminin S B3 chain (LAMB3) gene /cds=(399,39 
Cluster Incl. X07696:Human mRNA for cytokeratin 15 /cds=(61,143 1) /gb=X 
Cluster IncL X16662:Human mRNA for vascular anticoagulant-beta (VAC-be 
Cluster Lacl. J00124:Homo sapiens 50 kDa type I epidennal keratin gene, 
Cluster IncL Z19574:H.sapiens gene for cytokeratin 17 /cds=(64,1362) 
Cluster IncL M57399:Human nerve growth factor (HBNF-1) mRNA, complete 
Cluster IncL Z15008:H.sapiens mRNA for laminin /cdsKl 17^698) /gb=Zl5 
Cluster IhcL AF056087:Homo sapiens secreted frizzled related protein m 
1898_at L24203 /FEATURE= /DEFINITION=HUMDK Homo sapiens ataxia-telangiectasia gr 
862_at U04313 /FEATURE- /DEFINITION=HSU04313 Human maspin mRNA, complete cds 
668_s_at L22524 /FEATURE=expanded_cds /DEFINrriON=HlJMMATRY06 Human 

matrilysin ge 

613_at M21389 /FEATURE=mRNA /DEFINITION-HUMKER2A Human keratin type 11 (58 kD) 
m 



METAGENE220: 
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10 



15 



20 



33792_at Cluster Incl. AF043498:Homo sapiens prostate stem cell antigen (PSCA) m 

37185_at Cluster Incl. Y00630:Human mKNA for Arg-Seipin (plasminogen activator-i 

411 63_at Cluster Incl. ALl 09672:Homo sapiens mKNA full lenglli insert cDNA clone 

METAGENE221: 

34625_at Cluster Incl. X05 1 53 :Human alpha-lactalbumin gene /cds=(26,454) /gb=X05 

36852_at Cluster Incl. U42349:Human N33 mRNA, complete cds /cds=(157, 1203) /gb=U 

3935 l_at Cluster Incl. M84349:Human transmembrane protein (CD59) gene /cds^l 8,4 

39717 ^_g_at ClusterlncL AI597616:tnl5fl)8.xlHomosa5)ienscDNA,3 end/clon©==IM 

40475_at Cluster IncL AJ000388:Homo sapiens mRNA for calpain-like protease CANP 

35738_at Cluster IncL AI347088:qp60d09.xI Homo sapiens cDNA, 3 end /clon^IMAG 

36196_at Cluster Incl. U24183:Human pliospliofructokinase (PFKM) mRNA, complete cd 

37707_i_at Cluster Incl. M81 1 18:Human alcohol dehydrogenase chi polypeptide (ADH 

38797_at Cluster Incl. D3 1887:Human mRNA for KIAA0062 gene, partial cds /cds=(0, 

40213_at Cluster Incl. M88163:Hximan global transcription activator homologous se 
1389_at J03779 /FEATURE=nnRNA/DEFIMTION=HUM acute 
l3maphoblast 

METAGENE222: 



25 



30 



35 



36792_ 


.at 


Cluster Incl. 


32094^ 


.at 


Cluster IncL 


36536^ 


3t 


Cluster IncL 


36543_ 


_at 


Cluster Incl. 


38692^ 


.at 


Cluster Incl. 


39329^ 


.at 


Cluster IncL 


39691^ 


-at 


Cluster IncL 


40109^ 


.at 


Cluster IncL 


32260^ 


-at 


Cluster IncL 


33876. 


-at 


Cluster IncL 


34403. 


-at 


Cluster Incl. 


34818. 


-at 


Cluster IncL 


37745. 


-S_at 


Clust^Incl. 


38421. 


_at 


Cluster IncL 


39098. 


.at 


Cluster IncL 


39170. 


_at 


Cluster IncL 


40279. 


-at 


Cluster IncL 



Z24727:H.sapiens tropomyosin isoform mRNA, complete CDS / 
AB017915:Homo sapiens mRNA for condoroitin 6-sulfotransfe 
AF070614:Homo sapiens clone 24732 unknown mRNA, partial c 
J0293 1 iHimian placental tissue factor (two forms) mRNA, co 
AF045451 :Homo sapiens transcriptional regulatory protein 
X15804:Human mRNA for alpha-actinin /cds=(l 98,2876) /gb=X 
AB007960:chromosome 1 specific transcript KIAA0491 /cds=U 
J03161:Human serum response factor (SRF) mRNA, complete c 
X86809:H.sapiens mRNA for major astrocytic phosphoprotein 
AL050107:Homo sapiens mRNA; cDNA DKFZp586I1419 (fix>m clon 
U585 16:Human breast epithelial antigen BA46 mRNA, complet 
X96381:H.sapien5 em gene, exon 2,3,4,5 (and joined CDS) 
U15780:Human p82 (ST5) mRNA, alternatively spliced, com 
AF070546:Homo sapiens clone 24607 mRNA sequence /cds=UNKN 
X52896:H,sapiens RNA for dermal fibroblast elastin /cds=U 
AL049957:Homo sapiens mRNA; cDNA DKFZp564J0323 (jfrom clon 
D5091 liHuman mRNA for KIAA0121 gene, complete cds /cds=(4 
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METAGENE223: 



10 



15 



20 



25 



40755_at 
32623_at 
35352_at 
33169„at 
631jg_at 
deoxycyt 



Cluster Incl. X92841:H.sapiens MICA gene /cds=(39,1196) /gb==X92841 /gi= 
Cluster Incl. AJ225028:Homo sapiens mKNA for GABA-B Rla receptor /cds=( 
Cluster Incl. AB002305:Human mRNA for KIAA0307 gene, complete cds /cds= 
Cluster Incl. U61262:Human neogenin naRNA, complete cds /cds=(136,4521) 
L39874 /FEATURE=expanded_cds /DEFINITION^HUMDODDA Homo sapiens 



METAGENE 224 : 

35408_i_at Cluster Incl, X16281:Human xnKNA for zinc finger protein (clone 431) / 

333 14_at Cluster Incl. U69 14 1 :Human glutaryl-CoA dehydrogenase mRNA, complete cd 

34291_at Cluster Incl. U07424:Human putative tRNA syntibetase-like protein mRNA, 

35135_at Cluster Incl. X13956:Human 12S KNA induced by poly(rI), poly(rC) and Ne 

38311_at Cluster Incl. AF055012:Homo sapiens clone 24615 mRNA sequence /cds=UNKN 

39729_at Cluster Incl. L19 1 85:Human natural killer cell enhancing factor (NKEFB) 

41 197_at Cluster Incl. D21235:Human mRNA for HHR23A protein, complete cds /cds=( 

36623_at Cluster Incl. ABOl 1406:Homo sapiens mRNA for alkalin phosphatase, compl 

37721_at Cluster Incl. U79262:Human deoxyhypusine synthase mRNA, complete cds /c 

37722_s_at Cluster Incl. U26266:Human deoxyhypusine synthase mRNA, complete cds 

1751_^at AD000092 /FEATURE=cds#5 /DEFINmON=CHl9HHR23 Homo sapiens DNA 
fromch 

METAGENE 225: 



30 



38545_at Cluster Incl. M3 1682:Human testicular inhibin beta-B-subunit mRNA, 3 e 

36502_at Cluster Incl. AB020641 :Homo sapiens mRNA for KIAA0834 protein, complete 

33878 jat Cluster Incl. W27472:3 ld4 Homo sapiens cDNA /gb=W27472 /gi=1307276 /ug= 

36937_s_at Cluster Incl. U90878:Homo s^iens carboxyl terminal LIM domain protei 



METAGENE 226: 



35 33630_s_at Cluster Incl. AF026488:Homo sapiens beta HI spectrin (SPTBN2) mRNA, 

38 138_at Cluster Incl. D38583:Human mRNA for calgizzarin, complete cds /cds=(120 

38161_at Cluster IncL Y09022:H.sapiens mRNA for Not56'like protein /cds-(31,134 

38172_at Cluster Incl. AB003151:Homo sapiens DNA, chromosome 21 q22.2, PAC clone 

39262 at Cluster IncL U79266:Human clone 23627 mRNA, complete cds /cds=(184,104 
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3965 1 jat Cluster Ihcl. AB006532:Homo sapiens RecQ4 mRNA for DNA helicase, comple 

40695_at Cluster IhcL J05272:Human IMP dehydrogenase type 1 mRNA complete cds / 

41037_at Cluster Incl. U63824:Human transcription fector RTEF-1 (RTEFl) mRNA, co 

31858_at Cluster Incl. X07315:Human gene for PP15 (jplacental protein 15) /cds=(9 

5 32028__at Cluster Incl. U85773:Human phosphomannomutase (PMM2) mRNA, complete cds 

32702_at Cluster Incl. U048 1 0:Human tastin mRNA, complete cds /cds=(l 1 0,2446) /g 

33282_at Cluster Incl. U42408:Human ladinin (LAD) mRNA, complete cds /cds=^(219,l 

33307_at Cluster Inch AL022316:Human DNA sequence fiom clone 126B4 on chromosom 

3 5620_at Cluster Incl. AF043250:Homo sapiens mitochondrial outer membrane protet 

10 35714_at Cluster Incl. U89606:Human pyridoxal kinase mKNA, complete cds /cds={6^ 

35723 jat Cluster IncL D1658 1'JEIuman mRNA for 8-oxo-dGTPase, complete cds /cds=(2 

37945_at Cluster IncL U91316:Human acyl-CoA tJiioester hydrolase mRNA, complete 

38618_at Cluster IncL AC002073:Human PAC clone DJ515N1 fiom 22ql 1.2-q22 /cds-(0 

39020_at Cluster Incl. U82938:Human CD27BP (Siva) mRNA, complete cds /cds=(252,8 

15 39059_at Cluster IncL AF034544:Homo sapiens delta7-sterol reductase mRNA, compl 

39062_at Cluster Incl. AL008726:dJ337O18.2 (Lysosomal Protective Protein precurs 

39074_at Cluster Incl. U79241:Human clone 23759 mRNA, partial cds /cds=(0,13l5) 

39704_s_at Cluster IncL L1713 1 :Human high mobility group protein (HMG-I(Y)) gen 

41732_at Cluster IncL AA3 10786:EST18 1572 Homo sapiens cDNA, 5 end /clone^ATCC- 

20 32186_at Cluster IncL M80244:Human E16 mRNA, complete cds /cds=(3 10,1035) /gb=M 

32229_at Cluster IncL AF038957:Homo sapiens translation initiation fector 4e mR 

34865_at Cluster IncL AI360249:qy84f07.xl Homo sapiens cDNA, 3 end /clone=IMAG 

35326_at Cluster IncL AF004876:Homo sapiens 54TMp (54tm) mRNA, complete cds /cd 

36185_at Cluster IncL D32050:Human mRNA for alanyl-tRNA synthetase, complete cd 

25 36678_at Cluster IncL D2 1261 iHuman mRNA for KIAA0120 gene, complete cds /cds=(7 

38414_at Cluster Incl. U05340:Human p55CDC mRNA, complete cds /cds=(110,1609) /g 

38808_at Cluster IricL D64154:Human mRNA for Mr 1 10,000 antigen, complete cds /c 

39812_at Cluster IncL X79865:H.sapiens Mipl7 mRNA /cds=(137,733) /gb-X79865 /gi 

40195_at ' Cluster IncL X14850:Human H2A.X mRNA encoding histone H2A.X /cds=(73,5 

30 40619jat Cluster IncL M91670:Human ubiquitin carrier protein (E2-EPF) mRNA, com 

32536_at Cluster IncL Z37986:H.sapiens liaRNA for phenylalkylamine binding protei 

33206jat Cluster IncL C18655:C18655 Homo sapiens cDNA, 5 end /clone==GEN-565G08 

2028_s_at M96577 /FEATURE= /DEFrNITION=HUME2F Homo sapiens (E2F-1) pRB- 
binding p 

35 1 196_at D00591 /FEATURE-exons#7-14 /DEFINITION=HUMRCCl Homo sapiens RCCl gene, e 
893_at M91670 /FEATURE= /DEFINITION=HUME2EPI Human ubiquitin carrier protein {E2 

894 jg_at M91 670 /FEATURE^ /DEFINITION=HUME2EFI Human ubiquitin carrier 
protein ( 
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480_at U56816 /FEATURE^ /DEFINinON=HSU56816 Human kinase Mytl (Mytl) niRNA, 
comp 

I60037„at Z48482 /FEATUItB==cds /DEFINTnON^HSMMPM2 Rsapiens mRNA for 
membrane-ty 

METAGENE227: 



10 



36924_r_at 

39008_at 

36622_at 

37019_at 

1713„s_at 

complet 



Cluster Incl. M25756:Human secretogranin II gene, complete cds /cds=( 
Cluster Incl. M13699:Human ceruloplasmin (ferroxidase) mKNA, complete c 
Cluster Incl. AI989422:ws25a09.xl Homo sapiens cDNA, 3 end /clone^IMAG 
Cluster incL J00129:Human fibrinogen beta-chain mRNA, partial cds /cds 
U26727 /FEATURE^ /DEFINITION=HSU26727 Human pl6I>3K4/MTSl mRNA, 



15 METAGENE228: 

31790_at Cluster Incl. AL049801 '.Novel human gene mapping to chomosome 13, simila 

3 1862_at Cluster Incl. L20861:Homo sapiens proto-oncogene (Wnt-5a) mRNA, complet 

36925_at Cluster Incl. L26336:Human heat shock protein HSPA2 gene, complete cds 

20 37642_at Cluster Incl. D63877:Human mRNA for KIAA0157 gene, partial cds /cds=(0, 

41747_sjat Cluster IncL U49020:Human myocyte-specific enhancer factor 2A (MEF2A 
33870_at Cluster IncL AB029005:Homo sapiens mRNA for KIAA1082 protein, partial 

36935_at Cluster IncL M23379:Human GTPase-activating protein ras p21 (RASA) mRN 

38805„at Cluster IncL X89750:H.sapiens mRNA for TGIF protein /cds={31 1,1 129) /g 

25 1669_at L20861 /FEATURE= /DEFINITION=HUMWNT5A Homo sapiens proto-oncogene (Wnt-5 
1229_at U78556 /FEATURE= /DEFINITION=HSU78556 Human cisplatin resistance associa 
1 230_g_at U78556 /FEATURE= /DEFINITION=HSU78556 Human cisplatin resistance assoc 

645_at L26336 /FEATURE^cds /DEFINITION=HUMHSPA2A Human heat shock protein HSPA2 

30 METAGENE229: 



35 



37836, 


at 


38864^ 


at 


39614, 


at 


40285, 


.at 


31884^ 


-at 


33791_ 


>at 


36069. 


_at 


37646 


_at 



Cluster IncL AB023215:Homo sapiens mRNA for KIAA0998 protein, partial 
Cluster IhcL W26851:17bl2 Homo sapiens cDNA /gb==W26851 /gi=1306214 /ug 
Cluster IncL AB018345:Homo sapiens mRNA for KIAA0802 protein, partial 
Cluster IncL U68140:Homo sapiens nuclear VCP-like protein NVLp.2 (NVL. 
Cluster IncL L40399:Homo sapiens (clone S240iil l7/zapl 12) mRNA, comple 
Cluster IncL Y15227:Homo sapiens mRNA for leukemia associated gene 1 / 
Cluster IncL AB007925:Homo sapiens mRNA for KIAA0456 protein, partial 
Cluster IncL D26018:Human mRNA for KIAA0039 gene, partial cds /cds=(0, 
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39067_at Cluster IncL M27937:Hiiman male-^olianced antigen mKNA (Mea), complete c 

39068„at Cluster Incl. L76702:Homo sapiens protein phosphatase 2A B56-delta (PP2 

I955_s_at AF035528 /FEATURE^ /DEFINrnON==AF035528 Homo sapiens Sniad6 mRNA, 

compl 

782 at U93867/FEATURE=/DEFI^^TION=«SU93867H^ 



METAGENE 230 : 



10 



34565_at Cluster Incl. X78416:H.sapiens alpha-sl -casein mRNA /cds==(49,606) /gb==X 

33764 at Cluster Incl. AF056085:Homo sapiens GABA-B receptor mKNA, complete cds 



METAGENE 231: 



15 



20 



31849_at 
39397.at 
3941 l^at 
40136_at 
32149^1 
36583__at 
36626_at 
38458_at 
38459_^at 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl, 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 



AB011136:Homo sapiens mRNA for KIAA0564 protein, partial 
M64497:Human apolipoprotein AI regulatory protein (ARP-1) 
AL080156:Homo sapiens mKNA; cDNA DKFZp434J214 (from clone 
AB014576:Homo sapiens mRNA for KLAA0676 protein, partial 
AA532495:nj54al0,sl Homo sapiens cDNA /clone=IMAGE-996282 
U53225:Human sorting nexin 1 (SNXl) mRNA, complete cds /c 
X87176:H.sapiens mRNA for 17-beta-hydroxysteroid dehydrog 
L39945:Human cytochrome b5 (CYB5) gene /cds=(120,548) /gb 
L39945:Human cytochrome b5 (CYB5) gene /cds=(120,548) / 



METAGENE 232: 



25 



30 



35 



33632^_at 

37826_at 

41040_at 

32111_at 

clon 

32647_at 

32730_at 

clone 

33247_at 

33759„at 

34753_at 

37610_at 

38981_at 

38992 at 



Cluster Incl. AF023612:Homo sapiens Dimlp homolog mRNA, complete cds 
Cluster IncL AF020761:Homo sapiens stimulator of Fe transport mRNA, co 
Cluster IncL U77664:Human RNaseP protein p38 (RPP38) mRNA, complete cd 
Cluster IncL AL050164:Homo sapiens mRNA; cDNA DKFZp586C1622 (from 

Cluster IncL AF060902:Homo sapiens vesicle soluble NSF attachment prot 
Cluster IncL ALG80059:Homo sapiens mRNA; cDNA DKFZp564H142 (from 

Cluster IncL U86782:Human 26S proteasome-associated padl homolog (POHl 
Cluster IncL X04327:Human erythrocyte 2,3-bisphosphoglycerate mutase m 
Cluster IncL X92396:H.sapiens mKNA for novel gene in Xq28 region /cds= 
Cluster IncL AI765280:wi73aO8.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AA203354:zx58b07.rl Homo sapiens cDNA, 5 end /clone-IMAG 
Cluster IncL X64229:H.sapiens dek mRNA /cds=(33,l 160) /gb=X64229 /gi=3 
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401 15_at Cluster Jncl. D16S62:Hiiman mRNA for ATP synthase gamma-subunit (L-type) 

40876_at Cluster IncL U31525:HumanglycogeninmRNA, complete cds /cds=(127.1128 

41 188_at Ouster Incl. W28186:43c2 Homo sapiens cDNA /gb=W28186 /gi=1308134 /ug= 

41223_at Cluster Incl. M22760:Homo sapiens nuclear-encoded mitochondrial cjrtochr 

S 4 1750jat Cluster Incl. D49489:Hxunan mRNA for protein disulfide isomerase-related 

41760_at Cluster Incl. AA978033:oq55e04.sl Homo sapiens cDNA, 3 end /clone=IMAG 

32214_at Cluster IncL AF003938:Homo sapiens thioredoxin-like protein mRNA, comp 

33429_at Cluster IncL AL050225:Homo sapiens mRNA; cDNA DKFZp586M1523 (from 
clon 

10 34297 jat Cluster IncL U874eO:Human putative endothelin receptor type B-like pro 

34368„at Cluster IncL U3 1814:Human transcriptional regulator homolog RPD3 mRNA, 

34383_at Cluster IncL AB014458:Homo sapiens hUBP mRNA for ubiquitin specific pr 

34791_at Cluster IncL X52882:Human t-complex polypeptide 1 gene /cds=(21,1691) 

348 1 l_at Cluster IncL U098 13 iHuman mitochondrial ATP synthase subunit 9, P3 gen 

15 35303_at Cluster IncL U96876:Homo sapiens insulin induced protein 1 (INSIGl) ge 

35307_at Cluster IncL Y13286:Homo sapiens mRNA for GDP dissociation inhibitor b 

35353_at Cluster IncL Dl 1094:Human mRNA for MSS 1, complete cds /cds=(66il367) / 

3575 l_at Cluster IncL U17886:Human succinate dehydrogenase iron-protein subunit 

358 1 8__at Cluster IncL D00265:Homo sapiens mRNA for cytochrome c, partial cds /c 

20 361 63„at Cluster Inch L13761 :Human dihydrolipoamide dehydrogenase gene /cds=(20 

36599_at Cluster IncL M55905:Human mitochondrial NAD(P)+ dependent malic enzyme 

36685_at Cluster IncL W63793:2o55alOjrl Homo sapiens cDNA, 5 end /clone=IMAGE- 

37046_at Cluster IncL AI246726:qk40a09.xl Homo sapiens cDNA, 3 end /clone=IMAG 

37347_at Cluster IncL AA926959:om68h08.sl Homo sapiens cDNA, 3 end /clone==IMAG 

25 37373_at Cluster IncL U27460:Human uridine diphosphoglucose pyrophosphorylase m 

37677_at Cluster IncL V00572:Human mRNA encoding phosphoglycerate kinase /cds=( 

37697_s_at Cluster IncL L08666:Homo sapiens porin (por) mRNA, complete cds and 

37740_r_at Cluster IncL J02683:Human ADP/ATP carrier protein mRNA, complete cds 

38123„at Cluster IncL D14878:Human mRNA for protein D123, complete cds /cd5=(28 

30 38413„at Cluster IncL D15057:Human mRNA for DAD-1, complete cds /c6sf-(66,407) I 

38435_at Cluster IncL U25 182:Human antioxidant enzyme AOE37-2 mRNA, compete cd 

38728_at Cluster IncL D86978:Human mRNA for KIAA0225 gene, partial cds /cds=(0, 

38753„at Cluster IncL AF039022:Homo sapiens exportin t mRNA, complete cds /cds= 

38815_at Cluster IncL Y08999:H.sapiens mRNA for Sop2p-like protem /cds=(33,l 14 

35 38824_at Cluster Incl. AF039103:Homo sapiens Tat-interacting protein TIP30 mRNA, 

38846_at Cluster IncL AA768912:nz82h06.sl Homo sapiens cDNA /clone=IMAGE- 130201 

39086_g_at Cluster IncL AA768912:n282h06.sl Homo sapiens cDNA /clone==IMAGE-1302 

39169„at Cluster IncL AF054184:Homo sapiens Sec61 gamma mRNA, complete cds /cds 
40269_at Cluster IncL U51990:Human hPq)18 mRNA, complete cds /cds-(72,l 100) /gb 
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41342 jat Cluster IncL D38076:Human xnRNA for RanBPl (Ran-binding protein 1), com 

1659js_at D78132 /FEATIJRE= /DEFINmON=D78132 Homo sapiens mRNA for ras- 
related 

I446jat D00760 /FEATURE^ /DEFINITION=HUMPSC3 Human mRNA for proteasdme subunit H 
5 1166_at D78151 /FEATURE== /DEFINITION=HUM26SPSP Human mRNA for 26S proteasome sub 
890_at M74524 /FEATURE= /DEI5INITION===HUMHHR6A Human HHR6A (yeast RAD 6 
homologue) 

652 g at L07493 /FEATURE- /DEFINmON=HUM14RPA Homo sapiens replication 

protein 

10 409jat X56468/FEATURE==toRNA/DE^ 

160_at U43899 /FEATURE= /DEFINmON=HSU43899 Human signal transducing adaptor mo 
171 at U56833 /FEATLIRE= /DEFINrnON=HSU56833 Human VHL binding protein-1 (VBP-1) 



METAGENE233; 



15 



20 



41164_at 

41165_g^at' 

36591„at 

2014_s_at 

mRNA, 

330 s at 



Cluster Incl. X67301:H.sapiens mRNA for IgM heavy chain constant region 
Cluster IncL X67301 :H.sapiens mRNA for IgM heavy chain constant regi 
Cluster Incl. X069S6:Human HALPHA44 gene for alpha-tubulin, exons 1-3 / 
U3'9064 /FEATURE= /DEFINITION='HSU39064 Human MAP kinase kinase 6 

Tubulin, Alpha 1, Isoform 44 



25 



30 



METAGENE234: 

32332_at Cluster Incl. X69433:H.sapiens mRNA for mitochondrial isocitrate dehydr 

40665_at Cluster Incl. M83772:Human flavin-containing monooxygenase form 11 (FMO 

32030_at Cluster Incl. X99459:H. sapiens mRNA for sigma 3B protein /cds=(30,61 1) 

1014_at U60325 /FEATURE= /DEFINITION«HSU60325 Human DNA polymerase gamma mRNA, 
n 

METAGENE235: 



33974_at Cluster Incl. y07847:H,sapiens mRNA for RRP22 protein /cds=(32 1 ,932) /g 

35861_at Cluster Incl. AA018440:ze50a07.sl Homo sapiens cDNA, 3 end /clone=IMAG 

35 37138_at Cluster Incl. AB0l8352:Homo sapiens mRNA for KIAA0809 protein, partial 

37425_g_at Cluster Incl. AB029343:Homo sapiens HCR (a-helix coiled-coil rod homo 

39206_s_at Cluster Incl. X17406:Human mRNA for cartilage specific proteoglycan / 

41035_at Cluster Incl. AB018318:Homo sapiens mRNA for KIAA0775 protein, complete 

41414_at Cluster Incl. AL050346:Novel himian gene mapping to chomosome 22 /cds=(3 
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41829_at Cluster IncL AB018274:Hoino sapiens mRNA forKIAA0731 protein, partial 



METAGENE236: 



5 35571_at Cluster Incl. AF0559 17:Homo sapiens protease-activated receptor 4 mRNA, 

37435_s_at Cluster Incl. U52153:Human inwardly rectifying potassium channel Kir3 

38203_at Cluster IncL U69883:Human calcium-activated potassium channel hSKl (SK 

38582_at Cluster Incl. AI961220:wtl5b04.xl Homo sapiens cDNA, 3 end /clone^IMAG 

39283_at Cluster IncL X83543:H,sapiens APXL mRNA /cds=(90,4940) /gb-X83543 /gi= 

10 33220_at Cluster IncL Zl 1773:Homo sapiens mKNA for SRE-ZBP /cds=(0,1226) /gb=Zl 

38032_at Cluster McL AB018279:Homo sapiens mRNA for KIAA0736 protein, complete 
1464_at S73149 /FEATtJRE=mRNA /DEFINmON=S73149 insulin-like growth fector II {i 

917 jr at L18983/0FEATURE=mRNA/DEFINITION'«HIJM1^^ 
tyrosine phosp 



15 



METAGENE237 



20 



32996 g at 

37186_s_at 

41176_at 

41177_at 

38028_at 

clon 



Cluster IncL AC003079:Human BAG clone GS303P24 from 7q21-22 /cds=(0. 
Cluster IncL Ul 1863:Human clone HP-DA02 diamine oxidase, copper/topa 
Cluster IncL AF052i62:Homo sapiens clone 24655 mRNA sequence /cds=UNKN 
Cluster IncL AW024285:wt69d06.xl Homo sapiens cDNA, 3 end /clone^IMAG 
Cluster IncL AL050152:Homo sapiens mRNA; cDNADKFZp586K1220 (firom 



25 METAGENE 238 : 

36271_at Cluster IncL AB028947:Homo sapiens mRNA for KIAA1024 protein, partial 

38515_at Cluster IncL X51801:Human OP-1 mRNA for osteogenic protem,/cds=(122,l 

38792jat Cluster IncL •AD001528:Homo sapiens spermidine aminopropyltransfiMBse m 

30 

METAGENE 239: 



31488, 


.s_at 


Cluster IncL S8 19 16:phosphoglycerate kinase {alternatively spliced} 


35916. 


-S_at 


Cluster IncL AA877215:obl5e02.sl Homo sapiens cDNA, 3 end7clone=IM 


38899. 


.s_at 


Cluster IncL U95822:Hxmian putative transmembrane GTPase mRNA, partia 


39628. 


.at 


Cluster IncL AI67I547:wb33e07,xl Homo sapiens cDNA, 3 end /clone=IMAG 


35218. 


.at 


Cluster IncL AF022385:Homo sapiens apoptosis-related protein TFAR15 (T 


38670, 


.at 


Cluster IncL AL031685:dJ963K23.2 (novel protein) /cds=(2,688) /gb=AL03 


40089. 


.at 


Cluster IncL AJ224442:Homo sapiens mRNA for putative mefhyltransferase 
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40122jat Cluster Ihcl. AF037448:Homo s^iens RRM RNA binding protein Gry-rbp (GR 

32829_at Cluster Incl. X97544:H.sapiens mRNA for TIM17 preprotein translocase /c 

33456_at Cluster Incl. U241 66:Homo sapiens EBl mKNA, complete cds /cds=(64,870) 

33932_at Cluster Incl. X17644:Human GSTl -Us mRNA for GTP-binding protein /z6s={€ 

5 34401_at Cluster Incl. L32977:Homo sapiens (clone fl7252) ubiquinol cytochrome c 

37324_at Cluster Incl. X01060:Hmnan mRNA for transferrin receptor /cds=(263,2545 

37350_at Cluster Incl. AL031177:dJ889N15.2.1 {26S Proteasome subunitp28 (Ankyri 

37738_g_at Cluster Licl. D25547:Homo sapiens mRNA for PIMT. isozyme I, complete c 
38380_at Cluster Incl. Y18863:Homo sapiens mRNA for ribonuclease P protein subun 

10 41485„at Cluster Incl. X02152:Human mRNA for lactate dehydrogenase-A (LDH-A, EC 

33 124_at ClustM IncL AB000450:Homo ^piens mRNA for VRK2, complete cds /cdsKl 

1942 j5_at U37022 /FEATURE=mRNA /DEFINmON=HSU37022 Human cyclin-dependent 
Idnas 

1839_at Ras-Like Protein Tc4 
15 1840_g__at Ras-Like Protein Tc4 

1560jg_at U24153 /FEATURE^ /DEFINITION-HSU24153 Human p21-activated protein 
kina 

1448_at D00762 /FEATURE= /DEFINITION=HUMPSC8 Human mRNA for proteasome subunit H 
1449_at D00763 /FEATURE^ /DEFINmON=HUMPSC9 Human mRNA for proteasome subunit H 
20 1369_s_at M28 130 /FEATURE=mRNA /DEFIlSirnON=HUMIL8A Human interleukin 8 

(IL8)gen 

1313_at D38048 /FEATURE= /DEFINITION«D38048 Human mRNA for proteasome subunit z, 
1154jat J02645 /FEATURE=mRNA /DEFINrnON=HUMEIF2A Human translational initiation 
1 130_at LI 1284 /FEATURE^ /DEFINITION=HUMMEKlNF Homosapiens ERK activator kinase 
25 1054_at M87339 /FEATURE= /DEFINITION==HUMACTl A Human replication factor C, 37-kDa 
969_s„at X98296 /FEATURE=cds /DEFINITION-HSUBIQHYD H.sapiens mRNA for 

ubiquitin 

757_at D28364 /FEATURE^ /DEFINITION=HUMAI23 Human xnRNA for annexin 0, 5 UTR (se 
65 l_at L07493 /FEATURE^ /DEFINlTION=HUM14RPA Homo sapiens replication protein A 
30 430_at X00737/FEATURE^cds/DEFINmON=HSPNP Human mRNA for puri^ 

359_at Y1Q659 /FEATURE=cds /DEFrNmON==HSIL13RA H.sapiens Il^l3Ra mRNA 
262_at M2 1154 /FEATURE===mRNA /DEFINITION==HUMAMD Human S-adenosylmethionine 
decarb 

263 ^_at M21154/FEATlJRE-mRNA/DEFIMTION=^^ 
35 adenosylmethionine deca 

229_at M37197 /FEATURE=mRNA /DEFINITION=HUMCBF Human CCAAT-box-binding 
factor (C 

1 67 at U49436 /FEATURE^ /DEFINITION=^HSU49436 Human translation initiation ^tor 
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METAGENE240: 



37882_at 
36174_at 
38839_at 
clone 

38840_s_at 
40567 at 



Cluster Incl. X63468:H.s^iens niRNA for transcription factor TFIIE alph 
Cluster Incl. X70326:H.sapiens MacMarcks mRNA /cds=(13,600) /gb=X70326 
Cluster Incl. AL096719:Homo sapiens mRNA; cDNA DKFZp566N043 (&om 

Cluster Incl. L10678:Human profilin II mKNA, complete cds /cds=(13,43 
Cluster Incl. X01703:Human gene for alpba-tubulin (b alpha 1) /cds==(213 



10 METAGENE241: 

32673_at Cluster Incl. U90543:Human butyipphilin (BTFl) mRNA, complete cds /cds= 

34378_at Cluster Incl. X97324:H.sapieiis mKNA for adipophilin /cds=(0,13 13) /gb=X 

37706 at Cluster IncL U2881 l:Human cysteine-rich fibroblast growth factor recep 



15 



METAGE1SIE242: 



31503^ 


at 


34651. 


at 


34691. 


-f.at 


34694. 


at 


39425. 


_at 


39693. 


jat 


41778_ 


_at 


37382 


_at 


37741. 


_at 


33214 


at 



Cluster IncL W28732:50h7 Homo sapiens cDNA /gb^W28732 /gi=1308680 /ug- 
Cluster Incl, M58525:Homo sapiens catechol-O-meUiyltransferase (COMT) m 
20 34691_f_at Cluster IncL AF006087:Homo sapiens Arp2/3 protein complex subunit p2 

Cluster IncL U66618:Human SWI/SNF complex 60 KDa subunit (BAF60b) mRNA 
Cluster IncL X91247:H.sapiens mRNA for thioredoxin reductase /cds=(439 
Cluster IncL N53547:yv43bl2.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cluster Incl. U53347:Human neutral amino acid transporter B mRNA, compl • 
25 37382_at Cluster Incl. N25 1 17:yxl9c09.rl Homo' sapiens cDNA, 5 end /clone=IMAGE- 

Cluster IncL M77836:Hiunan pyrroline S-carboxylate reductase mRNA, comp 
Cluster IncL Y 1 1681 :Homo sapiens mRNA for mitochondrial nbosomal prot 
1306_at D12686 /FEATURE== yDEFINITION=HUMEIF4G Human mKNA for eukaxyotic initiati 
1312_at D38047 /FEATURE^* /DEFINITION=HUMPSP31 Human mRNA for 26S proteasome subu 
30 896_at L21998 /FEATURE= /DEFIMTION=HUMMUC2X Homo sapiens intestinal mucin 
(MUC2 

910_at M15205 /FEATURE==cds /DEFINITION=HUMTKRA Human thymidine kinase gene, 
comp 

691 jg^at J02783 /FEATURE==nnRNA /DEFIlSaTION=«HUMl^ 

35 binding 

455_at U66618 /FEATURE^ /DEFINITION=HSU66618 Human SWI/SNF complex 60 KDa 
subuni 



METAGENE243: 
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10 



15 



20 



25 



30 



35 



31536_at 

41447_at 

34685_at 

37604_at 

38318_at 

clone 

39019_at 

39037_at 

39396_at 

39431„at 

39741 jat 

39782 jat 

40066„at 

40125_at 

40140_at 

40844_at 

41132_r_at 

41212_r_at 

41785_at 

32150_at 

33443_at 

33845_at 

33865_at 

34392„s_at 

34394_at 

34402_at 

34781_at 

35311_at 

35761_at 

clon 

35814_at 
36164_^at 
36171„at 
36571_at 
36631,at 
P 

36975__at 
36981 at 



Cluster IncL AB020693:Homo sapiens mKNA for KIAA0886 pxotein, complete 
Cluster IncL AB023207:Homo sapiens mRNA forKIAA0990 protein, complete 
Cluster Incl. AI685944:tu38g02.xl Homo sapiens cDNA, 3 end /cloneHMAG 
Cluster IncL U44 111 ".Human histamine N~methyltransferase (HNMT) gene /c 
Cluster IncL AL050128:Homo sapiens mRNA; cDNA DKFZp586G051 (from 

Cluster IncL D14696:Human mKNA for KIAA0108 gene, complete cds /cds=(l 
Cluster IncL L13773:Human AF-4 mRNA, complete cds /cds==(420,4052) /gb= 
Ouster IncL AF081281:Homo sapiens lysophospliolipase (LPLl) mRNA, comp 
Cluster IncL AJl32583:Homo sapiens mRNA for puromycin sensitive aminop 
Cluster £acL D16481:Homo sapiens mRNA for mitochondrial 3-ketoacyl-CoA 
Cluster IncL X95592:H.sapiens mRNA for CID protein /cdsf«(l 17,542) /gb= 
Cluster IncL AF046024:Homo sapiens UBA3 (UBA3) mRNA, complete cds /cds 
Cluster IncL L10284:Homo sapiens integral membrane protein, calnexin. 
Cluster IncL D76444:Homo sapiens hkf-1 mRNA, complete cds /cds=(922,29 
Cluster IncL D63875:Human mRNA for KIAA0155 gene, complete cds /cds=(8 
Cluster IncL U01923:Human BTK region clone f^-3 mRNA /cds=UNKNOWN / 
Cluster IncL D26068:Human mRNA for KIAA0038 gene, partial cds /cds=( 
Cluster IncL U73824:Humanp97 mRNA, complete cds /cds«(306,3029) /gb=U 
Cluster IncL X82834:H.sapiens mRNA for golgin /cds=(207,6764) /gb=X828 
Cluster IncL Z99129:Human DNA sequence from clone 425C14 on chromosome 
Cluster IncL W28483:47ell Homo sapiens cDNA /gb-W28483 /gi-1308431 /ug 
Cluster IncL AA127624:2k89b09.rl Homo sapiens cDNA, 5 end /clone==IMAG 
Cluster IncL AL050268:Homo sapiens mRNA; cDNA DKFZp564B163 (from clo 
Cluster IncL AB018327:Homo sapiens mRNA for KIAA0784 protein, partial 
Cluster IncL AB024327:Homo sapiens pt-wd mRNA for WD-40 repeat protein 
Cluster IncL D84145:Human WS-3 mRNA, complete cds /cds=(87,659) /gb=D8 
Cluster IncL AF084523:Homo sapiens cellular repressor of El A-stimulate 
Cluster IncL AL050073:Homo sapiens mRNA; cDNA DKFZp566E2346 (from 

Cluster IncL AF064603:Homo sapiens GA17 protein mRNA^ complete cds led 
Cluster IncL U82328:Homo sapiens pyruvate dehydrogenase complex protei 
Cluster IncL AI521453:th60hO7.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL X68060:H.sapiens topllb mRNA for topoisomerase lib /cds=( 
Cluster IncL D49396:Human mRNA for Apol JSuman (MER5(Aopl-Mouse)-like 

Cluster IncL W26659:34d2 Homo sapiens cDNA /gb=W26659 /gi-1307502 /ug= 
Cluster IncL AF070649:Homo sapiens clone 24452 mRNA sequence /cds=UNKN 
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37000_at Cluster Incl. AL035304:H.sapiens gene fiom PAC 295C6, similar to rat PO 

37009_at Cluster Incl. AL035079:dJ53C18.1 (Catalase) /cds-(74,1657) /gb=AL035079. 

37035_at Cluster Incl. AI557272:PT2.1_15 J302.r Homo sapiens cDNA, 3 end /clone_ 

37336_at Cluster Incl. D87684:Hunian mRNA for KIAA0242 gene, partial cds /cds=(0, 

5 37385_at Cluster Incl. U40763:Human Clk-associated RS cyclophilin CARS-Cyp mRNA, 

37389_at Cluster Incl. AI346580:qp5 IfOS.xl Homo sapiens cDNA, 3 end /clone==IMAG 

37409_at Cluster Incl. U88666:Homo sapiens serine kinase SRPK2 mRNA, complete cd 

37668_at Cluster Incl. M69039:Huinan pre-mRNA spUcing fector SF2p32, complete se 

38802_at Cluster Incl. Y12711:H.sapiens mRNA for putative progesterone binding p 

10 391 60„at Cluster Incl. D90a86:Human pyruvate dehydrograase (EC 1 .2.4.1) beta sub 

39174jat Cluster Incl. X77548:H. sapiens cDNA^for RFG /cds=(76,1920) /gb=X77548 

39509_at Cluster IncL AI692348:wd85gl2.xl Homo sapiens cDNA, 3 end /clone^IMAG 

41490_at . Cluster Incl. Y00971 :Human mRNA for phosphoriobosyl pyrophosphate synth 

41573_at Cluster Incl. X68560:H.sapiens SPR-2 mRNA for GT box binding protein /c 

15 33 1 13_at Cluster Incl. U65093:Human msgl -related gene 1 (mrgl) mRNA, complete cd 

1913_at U47414 /FEATURE= /DEFINITION=HSU47414 Human cyclin G2 mRNA, complete cds 
1728_at L13689 /FEATURE=mRNA /DEFINITION-HUMBMIIX Human prot-oncogene (BMI-1) 
mR 

1213_at U88666 /FEATURE^ /DEFINITION=HSU88666 Homo sapiens serine kmase SRPK2 m 
20 924_s_at J03805/FEATURE=/DEFINlllON=HUMALPHIB 
mRNA, parti 

723_s_at Small Nuclear Ribonucleoprotein, Polypeptide C, Alt. Splice 2 

193__at U21858 /FEATURE= /DEFINITION=HSU2 1 858 Human transcriptional activation fa 
140_s_at U68063 /FEATURE^ /DEFINITION=HSU68063 Human transforaier-2 beta (htra- 

25 2 



METAGENE 244 : 



32870_g_at Cluster IncL AF073362:Homo sapiens endo/exonuclease Mrel 1 (MREl 1 A) m 

30 36217_at Cluster Incl. Z35 102:H.sapiens mRNA for Ndr protein kinase /cds=(595,19 

38571„at Cluster Incl. Y18046:Homo sapiens mRNA for FOP (FGFRl oncogene partner) 

32112_s_at Cluster Incl. AI800499:tcllfll.xl Homo sapiens cDNA, 3 end /clone=IM 

321 13„at Cluster Incl. U83 1 15:Human non-lens beta gamma-crystallin Hke protein 

32661_s_at Cluster Incl. D79992:Human mRNA for KIAA0170 gene, complete cds /cds= 

35 32662_at Cluster IncL AL041663;DKFZp434M0217_sl Homo sapiens cDNA, 3 end /clon 

33810__at Cluster IncL AFl 10377:Homo sapiens PCAF-associated factor 400 (PAF400) 

34659_at Cluster Incl. AB018334:Homo sapiens mRNA for KIAA0791 protein, complete 

35651_.at Cluster IncL AF002715:Homo sapiens MAP kinase kinase kinase (MTKl) mRN 

37893 at Cluster IncL AI828880:wj37b02.xl Homo sapiens cDNA, 3 end /clone^IMAG 
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39432_at Cluster Incl. AF038662:Homo sapiens chromosome 3ql3 beta-l,4-galactosyl 

40823_s_at Cluster Incl. U85430:Human transcription fkctor NFATx4 mRNA, complete 
353 14_at Cluster Incl. D63880:Human mKNA for KIAA0159 gene, complete cds /cds=(7 

38384_at Cluster Incl. X54199:Human mRNA for GARS-AIRS-GART /cds^UNKNOWN 

/gb=X54 

946_at D50663 /FEATURE^ /DEFINrnON=D50663 Human mRNA for TCTELl gene, complete 
855 at S78085 /GFEATURE= /DEFINITION=S78085 PDCD2===programmed cell death-2/Elp8 horn 



10 



15 



METAGENE245: 

35 160_at Cluster Licl. AF064491:Homo sapiens LIM homeobox protein cofactor (CLIM 

33888_at Cluster Incl. X82207:H.sapiens mRNA for beta-centractin (PC3) /cds=(56, 

39154_at Cluster Incl, AI952982:wp98b06.xl Homo sapiens cDNA, 3 end /clone=IMAG 

1622_at D871 16 /FEATURE= /DEFINITION=D871 16 Human mRNA for MAP kinase kinase 3b 

METAGENE246: 



3 1684_at Cluster LicL M62896:Human lipocortin (LIP) 2 pseudogene mRNA, complete 

33605_at Cluster Lticl. AFOl 941 5 entitled /cds=(105,926) /gb=AF019415 /gi=3955194 

20 33606 ^_at Cluster IhcL AF019415:untitled /cds=(105,926) /gb-AF019415 /gi-39551 

367 10__at Cluster Incl. Z38026:H.sapiens mRNA for FALL-39 peptide antibiotic /cds 

36784„at Cluster Incl. J03071 ".Human growth hormone (GH-1 and GH-2) and chorionic 

38977 jat Cluster IncL U89436:Human tyrosyl-tRNA synthetase mRNA, complete cds / 

36199_at Cluster Incl. X761 05 :H. sapiens DAP-1 mRNA /cds=( 159,467) /gb-X76105 /gi 

25 37016_at Cluster Inclt'D13900:Homo sapiens mRNA for mitochondrial short-chain en 



METAGENE 247 : 

Cluster Incl. Y09631ffl.sapiens mRNA for PIBFl protein, complete /cds=(0 
Cluster IncL N36638:yx88ro5.rl Homo sapiens cDNA, 5 end /clone=IMAGE- 
Cluster IncL AB016247:Homo sapiens mRNA for sterol-C5-desaturase, co 
Cluster IncL J05096:Human NaJKl-ATPase subunit alpha 2 (ATPl A2) gene, c 

METAGENE 248 : 

35 

36336_s__at Cluster hicL AC005390:Homo sapiens chromosome 19, cosmid R3 1 1 80 /cds 
37771_at Cluster IncL AB020688:Homo sapiens mRNA for KIAA0881 protein, complete 

35 154_at Cluster IncL W68046:zd42al2,sl Homo sapiens cDNA, 3 end /clone=IMAGE- 

37281 at Cluster lucL D87071:HumanmRNA for KIAA0233 gene, complete cds /cds-(2 



36012jat 
30 39366_at 
33421„s_at 
34377 at 
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25 



30 



35 



38310„at 
38314_at 
38647„at 
38998_g_at 
39076_s_at 
40470_at 
40489_at 
40850_at 
40867_at 
41134_at 
32157jat 
32209_at 
33863„at 
33904„at 
33913_at 
33921_at 
36125 J5_at 
36138_at 
36162_at 
36598_s_at 
36994_at 
37346_at 
37753_at 
38766_at 
41267_at 
. 41337_at 
41484_r_at 
1830_s_at 
factor 
1790 s at 



Cluster IhcL ABO 1459 l:HQmo sapiens mRNA fbrKIAA0691 protein, complete 
Cluster Incl. AB002304:Hunian mRNA for KIAA0306 gene, partial cds /cds=( 
Cluster Incl. AJ131182:Homo scions mRNA for Epsilon COP ycds=(42,968) 
Cluster Incl. X96924:H.sapiens gene encoding mitochondrial citrate tr 
Cluster Incl. AI991040:wu36b05.xl Homo sapiens cDNA, 3 end /clone=rM 
Cluster Incl. D10523:Hiunan mRNA for 2-oxoglutarate dehydrogenase, compl 
Cluster IncL D31840:Human DRPLA mRNA for ORF, complete cds /cds=(238,3 
Cluster Incl. L37033:Human FK-506 binding protein homologue (FKBP38) mR 
Cluster Incl. J02902:Human protein phosphatase 2A regulatory subunit al 
Cluster IncL AB023181:Homo sapiens mRNA for KIAA0964 protein, complete 
Cluster Incl. S57501:protein phosphatase type 1 catalytic subunit [huma 
Cluster Incl. AF052151:Homo sapiens clone 24574 mRNA sequence /cds=IJNKN 
Cluster Incl. U65785:Human 150 kDa oxygen-regulated protein ORP150 mRNA 
Cluster Incl. AB000714:Homo sapiens hRVPl mRNA for RVPl, complete cds / 
Cluster Incl. M33509:Human HLA-B-associated transcript 2 (BAT2) mRNA, c 
Cluster Incl. Y15409:Homo sapiens mRNA for putative glucose 6-phosphate 
Cluster Incl. L38696:Homo sapiens autoantigen p542 mRNA, complete cds 
Cluster Incl. X04106:Human mRNA for calcium dependent protease (small s 
Chister Incl. X64364:H.sapiens mRNA for M6 antigen /cds='(57,866) /gb=X6 
Cluster Incl. L36818:Human (clone 51C-3) 51C protein mRNA, complete c 
Cluster Incl. M62762:Himian vacuolar H+ ATPase proton channel subunit mR 
Cluster Incl. M57567:Human ADP-ribosylation fector (hARFS) mRNA, comple 
Cluster Incl; U66617:Human SWI/SNF complex 60 KDa subunit (BAF60a) mRNA 
Cluster Incl. AB002307:Human mRNA for KIAA0309 gene, partial cds /cds=( 
Cluster Incl. AB028972:Homo sapiens mRNA for KIAA1049 protein, partial 
Cluster IncL AF072902:Homo sapiens gpl30 associated protein GAM mRNA, 
Cluster Incl. X56681:Human junD mRNA /cds=(174,1217) /gb=X56681 /gi=3 
M38449 /FEATURE== /DEFINITION=HUMTGFBA Human transforming growth 



Cell Division Cycle Protein 2-Related Protein Kinase (Pisshe) 
1642jat U351 13 /FEATURE^ /DEFINmON-HSU351 13 Human metastasis-associated mtal m 
1590_s_at J00277 /FEATURE=cds /DEFINrnON=HUMRASH Human (genomic clones 
lambda~[ 

1564_at M63167 /FEATURE^ /DEFIMTION^HUMRACPC Human rac protein kinase alpha mRN 
1274_s_at L22005 /FEATURE== /DEFINlTION=HUMCDC34H Human ubiquitin conjugating 
enz 

1 13 l_at LI 1285 /FEATURE= /DEFINITION=HUMMEK2NF Homosapiens ERK activator kinase 
954_s_at Protein Phosphatase 1, Alpha Catalytic Subunit 
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905_at L76200yFEATURE=-/DEFINmON=HUMG 
mRNA, 

858_at S90469 /FEATURE== /DEFINlTION=S9a469 cytochrome P450 reductase [human, pla 
657_at LI 1373 /FEATURE^ /DEFI^^TION=HUMPC43ABB Humaa protocadherin 43 mKNA, 
comp 

635_s_at L42374 /FEATLIRE==mRNA /DEFINITION-HUMPP2ABA Homo sapiens protein 

phospha 

519_g_at U07132 /FEATURE= /DEFINITION=HSU07132 Human steroid honnone receptor 

Ne 

294_s__at Protein Kinase Pitslre, Alpha, Alt. Splice 1-Feb 

I75_s_at U33053 /FEATURE^ /DEFINmON=HSU33053 Human lipid-activated protein 

kin 



15 



20 



METAGENE249: 



31530_at 

32287_s_at 

32297_s_at 

34183_at 

clone 



Cluster Incl. U89344:Human acetyl-CoA carboxylase (ACC2) mRNA, complete 
Cluster Incl. AJ001685:Homo sapiens 1SIKG2E gene /cds=(45,767) /gb-AJOO 
Cluster IncL AJ001684:Homo sapiens 1SIKG2C gene /cds=(45,740) /gb=AJOO 
Cluster Incl. AL080169:Homo sapiens mRNA; cDNA DKFZp434C171 (from 



METAGENE250: 

36691_at Cluster Incl. X82224:H.sapiens mRNA for glutamine transaminase K /cds=( 

25 32033_at Cluster Incl. AL096780:Novel human gene mapping to chomosome 22pl3.33 s 

36028_at Cluster IncL U45285:Human specific 1 16-kDa vacuolar proton pump subuni 

36843_at Cluster Incl. AB005666:Homo sapiens mRNA for GTPase-activaling protein, 

39048_at Cluster Incl. U95299:Human Notch4 OiNotch4) mRNA, complete cds /cdsF=(90 

32238_at Cluster Incl. AFOO 1383:Homo salens amphiphysin n tnRNA, complete cds / 

30 39835_at Cluster Incl. U93 181 :Homo sapiens nuclear dual-specificity phosphatase 

METAGENE251 : 



35508_at Cluster Incl. X79781 :H.sapiens ray mRNA /cds=(81,686) /gb=X79781 /gi=76 

35 35619_at Cluster Incl. AB014534:Homo sapiens mRNA for KIAA0634 protein, partial 

36057_at Cluster Incl. ABO 1 1 084:Homo sapiens mRNA for KIAA05 12 protein, complete 

36833_at Cluster Incl. U78027:Homo sapiens Brutons tyrosine kinase (BTK), alpha- 

41837 at Cluster Incl. AA149431:zl26a08.sl Homo sapiens cDNA, 3 end /clone=IMAG 
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METAGENE 252 : 

35019jat Cluster Inch AF054180:Homo sapiens hematopoietic cell derived zinc fin 

37636_at Cluster Incl. D86969:Hutnan naRNA for KIAA021 5 gene, complete cds /cds=(2 

39469_s_at Cluster Incl. W25905: 14g5 Homo sapiens cDNA /gb=W25905 /gi===^1306028 /u 
I723__g_at S61953 /FEATURE^ /DEFINmON=S61953 c-erbB3=receptor tyrosine kinase { 
908 at M14660 /FEATURE=cds /DEFINinON=IIUMISG2 Human ISG«54K gene (interferon st 



10 



15 



METAGENE 253: 

35468„at Cluster Incl. AL050381:Homo sapiens mRNA; cDNA DKFZp586B2023 (from 
clon 

38916_at Cluster Incl. U46023:Human Xq28 mRNA, complete cds /cds=(283,2388) /gb= 

40401_at Cluster Mel. AL050069:Homo sapiens mRNA; cDNA DKFZp566A0946 (from 
clon 

39799 at Cluster Incl. M94856:Human fatty acid binding protein homologue (PA-FAB 



METAGENE 254 : 



Cluster Incl. AF083105:Homo sapiens HMG box factor SOX-13 mRNA, complet 
Cluster Incl. AF045239:Homo sapiens brain expressed ring finger protein 
Cluster Incl. U74324:Human guanine nucleotide exchange Victor mss4 mRNA 
Cluster Incl. AF044209:Homo sapiens nuclear receptor co-repressor N-CoR 
Cluster Incl. M36803:Human hemopexin gene /cds=(28,1416) /gb==M36803 /gi 
Cluster Incl. AF077599:Homo sapiens hypothetical SBBI03 protein mRNA, c 
Cluster Incl. AI540957:PEC1 .2_15_G03.r Homo sapiens cDNA, 5 end /clone 
Cluster Incl. U52522:Human arfaptin 2, putative target protem of ADP-r 
Cluster IncL J03824:Human uroporphyrinogen III synthase mRNA, complete 
M64788 /FEATURE^ /DEFINITION=HlJMEU^lGAP Human GTPase activating 



20 38918„at 

34700_at 

38264_at 

39722_at 

39763_at 
25 40047__at 

34400_at 

36193_at 

36652_at 

1251_g_at 
30 protei 

503 at U37690 /FEATURE^ /DEFINmON=HSU37690 Human RNA polymerase HsubunU 



METAGENE 255; 



35 35042_at Cluster Incl. L12398:Homo sapiens dopamine D4 reenter (DRD4) mRNA (D4. 

41871_at Cluster Incl. AI660929:wf20a09.xl Homo sapiens cDNA, 3 end /clone=IMAG 

338 1 6_at Cluster IncL AF020267:Homo sapiens myosin-DCb splice variant (Myo9b) m 

35992_at Cluster Incl. AF087036:Homo sapiens musculin mRNA, partial cds /cds=(0, 

3763 l_at Cluster Incl. U14391 :Human myosin-IC mRNA, complete cds /cds=(375,3704) 
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37981_at Cluster IncL D17530;Homo sapiens mRNA for drebrin E, complete cds /cds 

39795_at Cluster IncL D63475:Human mRNA for KIAA0109 gene, complete cds /cds==(8 

34407_at Cluster IncL U77594:Hmnan tazarotene-induced gene 2 (TIG2) mRNA, compl 

35796jat Cluster IncL Y17169:Homo sapiens mRNA for A6 related protein /cds=(104 

38087 j5_at Cluster IncL W72 1 86:zd69blO,s 1 Homo sapiens cDNA, 3 end /clone=IMAG 

38832_r_at Cluster IncL AF053356:Homo sapiens chromosome 7q22 sequence /cds=(25 

39 1 66_s_at Cluster IncL D83 1 74:Human mRNA for collagen binding protein 2, compl 

41850_s_at Cluster IncL U63825:Human hepatitis delta antigen interacting protei 

32566_at Cluster IncL AA165701:zo75g08.sl Homo sapiens cDNA, 3 end /clone=IMAG 

33212_at Ouster IncL AF00675 1 :Homo sapiens ES/130 mRNA, complete cds /cds=(70, 

33213^at Cluster IncL AF00675 l:Homo sapiens ES/130 mRNA, complete cds /cds=(7 
844 at U48707 /FEATURE= /DEFINITION=HSU48707 Human protein phosphatase- 1 inhibit 



METAGENE 256 : 



15 



20 



35506_s_at 
33963_at 
3675 l_at 
36785_at 
39045_at 
37657 at 



Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



103_at Z19585/FEATURE= 
thrcmbospond 



J03870:Human cystatin SA-I mRNA, complete cds /cds=(70, 
M96326:Humana2urocidin gene, complete cds /cds=(16>'771) 
AF035154:Homo sapiens regulator of G-protein signalling 1 
Z23090:H.sapiens mRNA for 28 kDa heat shock protein /cds= 
W26655:34c9 Homo sapiens cDNA /gb=W26655 /gi=1307498 /ug= 
Y16270:Homo s£^iens PALM gene, exon 1 and joined CDS /cds 
cds /DEFlNrriON==HSTHROMB4 H.8^iens mRNA for 



25 METAGENE 257: 



30 



35 



36247_flat Cluster IncL M12272;Homo sapiens alcohol dehydrogenase class I gamma 

40782_at Cluster IncL AF061741:Homo sapiens retinal short-cham dehydrogenase/r 

34842 jat Cluster IncL U41303:Human small nuclear ribonuleoprotein particle N (S 

36629_at Cluster IncL AI635895:tz82a07.xl Homo sapiens cDNA, 3 end /clone=IMAG 

36681_at Cluster IncL J0261 l:Human apolipoprotein D mRNA, complete cds /cds=(61 

37017_at Cluster IncL M22430:Human RASF-A PLA2 mRNA, complete cds /cds=(135,569 
614_at M22430 /FEATURE^ /DEFINmON==HUMRASFAB Human RASF-A PLA2 mRNA, 
complete c 

METAGENE 258 : 



34069_s_at Cluster IncL S79325:SYT„.SSX1 {translocation breakpoint} [human, sy 
38500„at Cluster IncL AB002450:Homo sapiens xriKNA from chromosome 5q21-22, clone 
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Cluster Incl. U31382:Huinaa G protein gaiiima-4 subimit mRNA, complete cds 
Cluster Incl. AL080143:Homo sapiens mRNA; cDNA DKFZp434N043 (fix)m 



M74088 /FEATURE^ /DEFINITION^HUMFAPAPC Human APC gene mRNA, 



135253 /FEATURE^ /DEFINrnON=HUMMAPKNS Human p38 mitogen 



39666_at 
36516_at 
clone 
1912_s„at 
complete c 
1671_s_at 
activated pro 

1518_at J04101 /FEATURE^ /DEFINITION=HUMETSlA Human erythroblastosis virus oncog 
672_at J03764 /FEATURE=cds /DEFnOTION^HUMPAIA Human, plasminogen activator inhi 
591_s_at M33684 /FEATURE=cds /DEFIlSrmON=HUMPPPBl AS Human (clone lambda- 

16-1) no 

352 at D30036/FEATURB==/DEFINmON=HUMPITPA Human mRN^ 



15 



20 



25 



METAGENE259: 

3 1 663_at Cluster Incl. ABO 1 6902:Homo sapiens HGC6.3 mRNA, complete cds /cds=(287 

39578_at Cluster Incl. W27191 :23e6 Homo sapiens cDNA /gb=W27191 /gi=1306707 /ug= 

41 106jat Cluster Incl. AF022797:Homo sapiens intermediate conductance calcium-ac . 

35 134_at Cluster Incl. U47054:Human putative moiio-ADP-ribosyltransferase (htMART 

39723__at Cluster Incl. AF062536:Homo sapiens cullin 1 mRNA, complete cds /cds=(l 

37343_at Cluster Incl. U01062:Human type 3 inositol 1 ,4,5-trisphosphate receptor 

1740 fi at M99487/FEATURE«yDEFI^^110N==4^UMP 
membrane a 

182_at U01062 /FEATURE=mRNA /DEFINITION-=HUMIP3R3 Human type 3 inositol 1,4,5-tri 
METAGENE260: 



3 1966_at Cluster Incl. S48220:type 1 5 iodothyronine deiodinase [human, mRNA, 22 

39623_at Cluster IncL X65724:H.sapi€ns DNA for ORFl and ORF2 j&om chromosome X 

30 40409_at Cluster Incl. U46689:Human microsomal aldehyde dehydrogenase (ALDIO) mR 

40772„at Cluster IncL AA284298:zc30cl0-T7 Homo sapiens cDNA, 3 end /clone^IMAG 

41 826„at Cluster IncL W28287:47fl2 Homo sapiens cDNA /gb=W28287 /gi=1308442 Aig 

32527_at Cluster IncL AI381790:te41hl0.xl Homo sapiens cDNA, 3 end /clone=IMAG 

35 METAGENE261: 



32004_s_at Cluster IncL W32483:zc67e07.rl Homo sapiens cDNA, 5 end /clone=IMAG 
33629_at Cluster IncL AJ001982:Homo sapiens WWp2-like mRNA complete cds /cds=UN 

35569_at Cluster IncL AB015330:Homo sapiens HRIHFB2007 mRNA, partial cds /cds=( 
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35 



34478„at Cluster IiicL X79780:H.sapieiis YPT3 mRNA /cdsK6,662) /gb=X79780 /gi==76 

35426_at Cluster Incl. AC004410:Homo sapiens chromosome 19, fosmid 39S54 /cds=(0 

36231_at Cluster Incl. AC002073:HumanPAC clone DJ515N1 fiom22qn.2-q22 /cd5=(0 

37102_at Cluster Incl. AA203717:2x52fl2,rl Homo sapiens cDNA, 5 end /clone^IMAG 

39274_at Cluster IncL X58521:Human mRNA for p62 nucleoporin /cds=(151,1719) /gb 

39968_at Cluster Incl. U50136:Human leukotriene C4 synthase (LTC4S) gene, comple 

38622_at Cluster Incl. W28953:54b7 Homo sapiens cDNA /gb=W28953 /gi=1308901 /ug== 

38726_at Cluster Incl, W80399:zh49e04.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 

39030jat Cluster Incl. AJ133534:Homo sapiens mRNA for prenylated Rab acceptor 1 

39347_at Cluster Incl, X97074:H.sapiens mRNS for clattirin-associated protein /cd 

32177_s_at Cluster Incl. AC004084:Homo sapiens BAC clone RG158017 finom 7q22-q3 1. 
32750_r_at Cluster Incl. X53416:Human nv^lNA for actin-binding protein (filamin) ( 
32836_at Cluster Incl. U56417:Human lysophosphatidic acid acyitransferase-alpha 

32844_at Cluster Incl. AF104913:Homo sapiens eukaryotic protein synthesis initia 

33414_at Cluster Incl. X57398:Human mRNA for pM5 protein /cds=={0,3572) /gb=X5739 

36151_at Cluster Incl. U60644:Human HU-K4 mRNA, complete cds /cds-(487,1800) /gb 

36977_at Cluster Incl. U39412:Homo sapiens alpha SNAP mRNA, complete cds /cds=(6 

38434 jat Cluster Incl. M95627:Homo sapiens angio-associated migmtoxy cell prote 

38799_at Cluster Incl. AF068706:Homo salens gamma2-adaptin (G2AD) mRNA, complet 

32556_at Cluster Incl. X64044:H.sapiexis mmRNA for large subunit of splicing feet 

2065_s_at L22473 /FEATUREf= /DEFINrnON=HUMBAXA Human Bax alpha mRNA, 

complete cd 

2067 JLat L22475 /FEATURE- /DEFINITION=HUMB AXG Human Bax gamma mRNA, 

complete cd 

1726_at Dna Polymerase, Epsilon, Catalytic Subunit 

1703_g__at S75174 /FEATURE= /DEFINTnON=S75 174 E2F-4=transcription factor [human, 

1707_g_at U01337 /FEATURE=expanded_cds /DEFINITION=HSU01337 Human Ser/Thr 
protei 

1362_s_^at M84820 /FEATURE^ /DEFINTTION^HUMRXRB Human retinoid X receptor 
beta(R 

957_at Anrestin,Beta2 

918__at Atp-Binding Cassette Protein 

845_at U16031 /FEATURE^ /DEFINinON=HSU16031 Human transcription fectorIL-4 Sta 
625_at L78833 /FEATURE=cds#4 /DEFDSHTION^^HUMBRCAl Human BRCAl, Rho7 and vati 

gen 

518_at U07132 /FEATURE= /DEFINITION==HSU07132 Human steroid hormone receptor Ner- 

423_at X66899 /FEATURE=cds /DEFINlTION=HSEWS H.sapiens EWS mRNA 

391_at X89416 /FEATURE=cds /DEFINinON=HSRNAPPP5 H.sapiens mRNA for protein phos 
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239__at M63 138 /FEATURE=inRNA /DEFINrnON=HUMCATD5 Human cathepsin D (catD) 



207 at M86752 /FEATURE^ /DEFINmON=HUMreF Hu^ 



METAGENE262; 



33980_at Cluster IncL X52638:Hixman mRNA for 6-phosphofiiicto-2-kinase/fructose-2 

38853_at Cluster IncL X81892:H.sapiens mKNA for HE6 Tm7 receptor /cds=(72,3 1 16) 

36455 at Cluster IhcL L41 162:Homo sapiens collagen alpha 3 type EX (COL9A3j mRN 

10 32242_at Cluster Incl. AL038340:DKFZp566K192_sl Homo sapiens cDNA, 3 end /clone 

32243 jg at Cluster Lad. AL038340:DKFZp566K192_sl Homo sapiens cDNA, 3 end /clo 

36667_at Cluster Incl. U47025:Human fetal brain glycogen phosphorylase B mRNA, c 

38803_at Cluster Incl. AF052142:Homo sapiens clone 24665 mRNA sequence /cds=IJNKN 

41 815_at Cluster Incl. AL080133:Homo sapiens mRNA; cDNA DKFZp434G173 (from 

15 clone 



METAGENE 263 : 





31605^ 


at 


Cluster IncL U72518:Human destrin-2 pseudogene mRNA, complete cds /cds 


20 


31690. 


at 


Cluster IncL U08997:Human glutamate dehydrogenase gene, complete cds / 




32316^ 


s_at 


Cluster IncL X15183:Human mRNA for 90-kDa heat-shock protein /cds=(6 




35435. 


s_at 


Cluster IncL AF001903:Human 3-hydioxyacyl-CoA dehydrogenase, isoform 




38581. 


at 


Cluster IncL U40038:Human GTP-binding protein alpha q subunit (GNAQ) m 




33716. 


at 


Cluster Incl. N95443:zb8 lcl2.sl Homo sapiens cDNA, 3 end /cIone=IMAGE- 


25 


34733. 


.at 


Cluster IncL X85237:H.sapiens mRNA for splicing factor SF3al20 /cds=(9 




36535_ 


_at 


Cluster IncL U04209:Human associated microfibrillar protein mRNA, comp 




37250^ 


.at 


Cluster IncL AB007191:Homo sapiens mRNA for AMY- 1, complete cds /cds=( 




37619, 


,at 


Cluster IncL D42084:Human mRNA for KIAA0094 gene, partial cds /cds=(0, 




38695. 


.at 


Cluster Incl. AA203303:zx55b01.rl Homo sapiens cDNA, 5 end /clone=IMAG 


30 


38702 


-.at 


Cluster IncL AF070640:Homo sapiens clone 24781 mRNA sequence /cds=UNKN 




39009_ 


.at 


Cluster IncL N98670:yy66d08.rl Homo sapiens cDNA, 5 end /clone=IMAGE- 




39380. 


.at 


Cluster IncL AB014597:Homo sapiens mRNA for KIAA0697 protein, partial 




39386 


-at 


Cluster IncL D1481 1 :Human mRNA for KIAAOl 10 gene, complete cds /cds=(3 




39685 


-at 


Cluster IncL AL050282:Homo sa^iiens mRNA; cDNA DKFZp586H2219 (fibm 



35 ,clon 

39686_g__at Cluster IncL AL050282:Homo sapiens mRNA; cDNA DKFZp586H22 19 (fi-om cl 

39790_at Cluster IncL M23 1 15:Homo sapiens calcium-ATPase {HK2) mRNA, complete c 

40084_at Cluster IncL U03494:Human transcription factor LSF mRNA, complete cds 

40473_at Cluster IncL AF024636:Homo sapiens STE20-like kinase 3 (mst-3) mRNA, c 
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40874_at Cluster IncL AJ005259:Homo sapiens mRNA for EDF-1 protein /cds=(34,480 

41754_at Cluster IncL M92439:Human leucine-rich protein mRNA, complete cds /cds 

32765 Jf_at Cluster Inch W28330:45d4 Homo sapiens cDNA /gb==W28330 /gi==1308278 /u 

33820_g_at Cluster Incl, X13794:H.sapiens lactate dehydrogenase B gene exon 1 an 

5 34307_at Cluster Incl. U81006:Human p76 mRNA, complete cds /cds=(133,2124) /gb=U 

34356_at Cluster Incl. U52960:Human RNA polymerase 11 complex component SRB7 mRN 

34774_at Cluster IncL U44772:Hxmian palmitoyl protein thioesterase mRNA, complet 

35325_at Cluster IncL AF0521 13:Homo sapiens clone 23675 mRNA sequence /cds=UNKN 

35754_at Cluster IncL L40391 :Homo sapiens (clone sl53) mRNA fragment /cds=lJNKNO 

10 35759_at Cluster Incl. AF026166:Homo sapioos cbaperonin-containing TCP-1 beta su 

35793_at Cluster IncL AB014560fiomo sapiens mRNA for KIAA0660 protein, complete 

37029_at Cluster IncL X832 18:H,sapiens mRNA for ATP syn&ase /cds=(36,677) /gb= 

373 18_at Cluster IncL X81625:H.sapiens mRNA for Cll protein /cds=(135,1448) /gb 

37675_at Cluster IncL X60036:H.sapiens mRNA for mitochondrial phosphate carrier 

15 38035_at Cluster IncL AF072928:Homo sapiens myotubularin related protein 6 mRNA 

3843 l_at Cluster IncL U09759:Human protein kinase (INK2) mRNA, complete cds /cd 

38476_at Cluster IncL L13434:Human chromosome 3p2Ll gene sequence, complete cd 

38820_at Cluster lacL AF05 1894:Homo sapiens 15 kDa selenoprotein mRNA, complete 

39097_at Cluster IncL X63753:H.sapiens son-a mRNA /cds=(4 14,4985) /gb=X63753 /g 

20 39 1 18jat Cluster inch L08069:Human heat shock protein, £. coli DnaJ homologue m 

39860_at Cluster LicL U05040:Human FUSE binding protein mRNA, complete cds /cds 

401 89_at Cluster IncL M9365 1 :Human set gene, complete cds /cds'=(3,836) /gbF=M936 

40637ja.t Cluster IncL Y00371 :Human hsc70 gene for 71 kd heat shock cognate prot 

40962_s__at Cluster IncL D26 1 55 :Human mRNA for transcriptional activator hSNF2a, 

25 41253_s_at Cluster IncL AI983043:wz30bl 1 .xl Homo sapiens cDNA, 3 end /clone=IM 

41495_at Cluster IncL W37606:zcl2a03.rl Homo sapiens cDNA, 5 end /clone=IMAGE~ 

4151 0__s_at Cluster IncL L15 1 89:Homo sapiens mitochondrial HSP75 mRNA, complete 

41514„s_at Cluster IncL W26628:34a4 Homo sapiens cDNA /gb=W26628 /gi=1307471 /u 

32547_at Cluster IncL X56253:Human MPR46 gene for 46kd mannose 6-phosphate rece 

30 32569„at Cluster McL L13385 :Homo sapiens(clone 71) Miller-Dieker lissencqphaly 

32573_at Cluster IncL AL021546:Human DNA sequence from BAC 15E1 on chromosome 1 

2093_s_at J04977 /FEATURE==mRNA /DEFINITION=HUMKUANT Human Ku 
autoimmune antigen 

2010_at U33760 /FEATURE= /DEFIN1T10N=HSU33760 Human cyclin A/CDK2-associated pl9 
35 1969_s_at X77743 yFEATURE=cds /DEFINITION=HSCDKAK H.sapiens CDK activating 

kinas 

1624_at Stimulatory Gdp/Gtp Exchange Protein For C-Ki-Ras P21 And Smg P21 

1453_at U68018 /FEATURE^ /DEFINITION=HSU68018 Human mad protein homolog (hMAD-2) 

1238_at U09759 /FEATURE^ /DEFINITION'^HSU09759 Human protein kinase (JNK2) mRNA, 
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1 179_at Heat Shock Protein, 70 Kda 

1 180^_at Heat Shock Protein, 70 Kda 

1 1 19_at J05249 fFEATUKEr- /DEFIN1TI0N=HUMREPA Human replication protein A 32-kDa 
I009_at U51004 /FEATURE^ /DEFINITION=HSU5 1004 Homo sapiens protein kinase C inhi 
5 853_at S74017 /FEATURE^ /DEFINITION=S74017 Nrf2=NF-E2-like basic leucine zipper 

78 l_ai X98001 /FEATURE=cds /DEFINITION-HSGGII H.sapiens mRNA for geranylgeranyl 
756_at D26350 /FEATURE^ /DEFIMTION=HUMHT2I Human mRNA for type 2 inositol 1,4,5 
630_at L39874 /FEATURE=expandecLcds /DEFINrnON==HUMDODDA Homo sapiens 
deoxycytid 

10 621_at M2821 1 /FEATURE^ /DEFINITION=HUMRAB4A Homo sapiems CTP-binding protein (R 
584_s_at M30938 /FEATURE==mRNMl /DEFINITION-HUMKUP Human Ku ft>70/p80) 

subunitmR 

457_s_at U67122 /FEATURE- /DEFI>nTION=HSU67122 Human ubiquitin^ 

S 

15 306__s_at J02621 /FEATLIRE==mRNA /DEFIlSaTION=HUMHMG14 Human non-histone 

chromosomal 

METAGENE264: 

20 31396_r_at • Cluster Incl. AB012851;Homo sapiens mRNA for Musashi, complete cds /c 
35045_r_at Cluster IncL X60655:H.sapiens EVXl mRNA /cds=(228,1451) /gb-X60655 / 
32274jr_at Cluster Incl. AF052148:Homo sapiens clone 24507 mRNA sequence /cds=UN 
32933 jr_at Cluster Incl. AL050122:Homo sapiens mRNA; cDNA DKFZp586E121 (from clo 
33293_at Cluster Incl. AB023 1 67:Homo sapiens mRNA for KIAA0950 protein, partial 

25 32162_r__at Cluster IncL AI817548:wk24e08.xl Homo sapiens cDNA, 3 end /clone=IM 
37404_at Cluster Incl. AF030152:Homo sapiens regulator of G protein signaling 12 

2030_at N95031 /FEATURE=/DEFINITION=N95031 zb32b01.sl SoaresjparathyroidLtumor_ 
1092_at M65199 /FEATURE^ /DEFINITION=«HUMET2A Human endothelin 2 (ET2) mRNA, 
comp 

30 1026_s_at U41068 /FEATURE=cds /DEFINITION=HSCOLLA5 Human coUagen alpha2(XI) 

(CO 



METAGENE265; 



35 35588_at Cluster Incl. ABOl 1414:Homo sapiens ZKl mRNA for Kruppel-type zinc fing 

31798_at Cluster Incl. AA314825:EST1 86646 Homo sapiens cDNA, 5 end /cione=ATCC- 

35669__at Cluster Incl. AB014533:Homo sapiens mRNA for KIAA0633 protein, partial 

36828_at Cluster IncL AB002324:Human mRNA for KIAA0326 gene, partial cds /cds=( 

36643_at Cluster IncL L20817:Homo sapiens tyrosine protein kinase (CAK) gene, c 
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40273 jat Cluster Incl. AA485440:2x90g03.sl Homo sapiens cDNA, 3 end /clone=IMAQ 

1007_s_at U48705 /FEATURE=mRNA /DEFINmON=HSU48705 Human receptor tyrosine 
Idna 

5 METAGENE 266 : 

35377_at Cluster IncL AL080159:Homo sapiens mRNA; cDNA DKFZp434M154 (firom 

clone 

37618_at Cluster Incl, M16937:Human homeo box cl protein, mRNA, complete cds /cd 

10 38733_at Cluster Incl. M30938:Human Ku (p70/p80) subunit mRNA, complete cds /cds 

32554_s_at Clusto Incl. Y12781:Homo ss^iens mRNA for transducin (beta) like 1 p 
1855_at X14445 /FEATURE=expandedjDds /DEFINmON=HSINT2 Hiiman int-2 proto-oncoge 
1 1 87_at X84740 /FEATURE=niRNA /DEFINniON=HSDNALIG3 H.s^iens mRNA for DNA 
ligase 

15 585_at M30938 /FEATURE=mRNA#2 /DEFINITION=HUMKUP Human Ku (p70/p80) subunit 
mRNA 

METAGENE 267: 

20 37467_at Chistea: Ittcl. K02882:Human gemiline IgD chain gene, C-iegion, C-delta-1 

METAGENE 268: 

Cluster Incl. AB007901:Homo sapiens KIAA0441 mRNA, complete cds /cds=(l 
25 34740_at . Cluster Incl. AF032886:Homo sapiens forkhead protein (FKHRLl) mRNA, com 

Cluster Incl. X74496:H.sapiens mRNA for prolyl oligopeptidase /cds=(0,2 
Cluster Incl. Y 1 15 88 :H. sapiens mRNA for apoptosis specific protein /cds 
Cluster Incl. AF034546:Homo sapiens sorting nexin 3 (SNX3) mRNA, comple 
Cluster IncL AJOl 1779:Homo sapiens mRNA for SEC63 protein /cds=(98,238 
30 ' 34359_at Cluster IncL AA524058:ng33bl2.sl Homo sapiens cDNA, 3 end /clone=IMAG 

Cluster IncL D14043:Human mRNA for MGC-24, complete cds /cds=(79,648) 
Cluster IttcL AJ222801 :Homo sapiens mRNA for neutral sphingomyelinase / 
202_at M65217 /FEATURE^ /13EFINITION:«HUMHSF2 Human heat shock fector 2 (HSF2) mRN 

35 METAGENE 269: 



39658_ 


_at 


34740^ 


at. 


37950^ 


-at 


39013_ 


_at 


39360_ 


_at 


34349. 


-at 


34359 


_at 


34819. 


_at 


41798 


at 



39788_at Cluster IncL X81889:Rsapiens mRNA forp0071 protein /cdsK141,3776) / 

34776_at Cluster IncL W27541 :32cl2 Homo sapiens cDNA /gb=W27541 /gi=1307345 /ug 

34780_at Cluster IncL AB0023 13:Human mRNA for KIAA03 15 gene, partial cds /cds=( 
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35844_at Cluster Incl. D79206:Hoino sapiens gene for ryudocan core protein, exonl 

2047_s_at M23410 /FEATURE* /DEFINTnON-HUMPLAKO Human plakoglobin (FLAK) 
mRNA,c 

2051_at M31767 /FEATURE==inRNA /DEFINITION=HUMDNAMET Huimu 06-^metiiylguamne- 
DNAme 

1532_g__at V50535 /FEATURE- /DEFIMTION-HSU50535 Human BRCA2 region, raRNA 
sequenc 

634_at L41351 /FEATURE=mRNA /DEFINITION=HUMPROS Homo sapiens prostasin mRNA, 
com 

METAGENE270: 



31342_at 

31682_s_at 
15 31720_s_at 

35474_s_at 

39254_at 

clone 

41098_at 
20 32098_at 

34747_at 

39018_at 

40126_at 

41350_at 
25 311_s_at 

'I28_at X82153 

129_^_at 

cathepsin O 



Cluster IncL X85019:H,sapiens mRNA for UDP-GalNAc-polypeptide N-acetyl 
Cluster Incl. D32039:Human pgH3 mRNA for proteoglycan PG-M(V3), compl 
Cluster Incl. M10905:Hxmian cellular fibronectin mRNA /cds=(0,2383) /g 
Cluster IncL Y15915:Homo sapiens mRNA for chimaeric transcript of co 
Cluster Incl. AL050011:Homo sapiens mRNA; cDNA DKFZp564G013 (from 

Cluster Incl- AB002379:Human mRNA for KIAA038 1 gene, partial cds /cds=( 
Cluster Inch M20777:Homo sapiens, aIpha-2 (VI) collagen /cds==UNKNOWN/ 
Cluster Incl. X83535:H.sapiens mRNA for membrane-type naatrix metallopto 
Cluster BicL AF026977:Homo sapiens microsomal glutathione S-transferas 
Cluster Incl. Z97200:Homo sapiens DNA sequence from PAC 79(34 on chiomos 
Cluster Incl. M20776:Homo sapiens, alpha- 1 (VI) collagen /cds=XJNKNOWN/ 
Fibronectin, Alt Splice 1 

/FEATURE=cds /DEFINITION=HSOC2RNA H.sapiens mRNA for cathepsin O 
X82153 /FEATURE=cds /DEFINITION=HSOC2RNA H.sapiens mRNA for 



30 METAGENE271 



35 



Cluster Incl. AF067420:Homo sapiens SNC73 protein (SNC73) mRNA, compl 
Cluster Incl. S71043:Ig alpha 2=immunogiobulin A heavy chain allotype 
Cluster Incl. S71043:Ig alpha 2=mimunoglobulin A heavy chain allotype 
Cluster Incl. M:92449:HumanLTR mRNA, 3 end of coding region and 3 fla 
Cluster Incl. X55 1 10:Human mRNA for neurite outgrowth-promoting protein 
577_at M94250 /FEATURE=expanded_cds /DEFINITION-HUMMKXX Human retinoic acid 
uidu 



33499_s_at 
33500 J_at 
33501_r_at 
33382_at 
38124 at 
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METAGENE 272 : 

33674_at Cluster Incl. Z49148:H.sapieiis mRNA for ribosomalprotem L29 /cds=(29, 

41108__at Cluster IncL Y14391:Hoino s^iens mRNA for putative GTP-binding protein 

5 41 1 15_s_at Cluster IncL AB018277:Homo sapiens mRNA for KIAA0734 protein, partia 

41637 jat Cluster IncL AF108145:Homo sapiens MYLE mRNA, complete cds /cds^(52,25 

41865_at Cluster IncL AF052185:Homo sapiens clone 24418 mRNA sequence /cds=UNKN 

333 15_at Cluster IncL M29204:Human DNA-binding fector mRNA, complete cds /cds=( 

34260_at Cluster IncL AB014583:Homo sapiens mRNA for KIAA0683 protein, complete 

10 35987 g at Cluster IncL AL05039S:Homo sapiens mRNA; cDNA DKFZpS86D1020 (from cl 
36519_at Cluster IncL M13194:Human excision repair protein (ERCCl) mRNA, comple 

36553_at Cluster IncL AA669799:ag36c04.sl Homo s^iens cDNA, 3 end /clone^IMAG 

3825 l_at Cluster IncL AII27424:qb75b02.xl Homo sapiens cDNA, 3 end /clone==IMAG 

38274_at Cluster IncL U09584:Human PL6 protein (PL6) mRNA, complete cds /cds=(2 

15 32858_at Cluster IncL AI341565:qq94gl l.xl Homo sapiens cDNA, 3 end /clone=IMAG 

34841_at Cluster IncL AC002544:Homo sapiens Chromosome 16 BAG clone CIT987SK-A- 

35265_at Cluster IncL U3 1 50 1 :Human fragile X mental retardation syndrome relate 

36137_at Cluster IncL X86691;H.sapiens mRNA for218kDMi-2 protein /cds=(S9,582 

36624_at Cluster IncL L33842:Homo sapiens (clone FFE-7) type II inosine monopho 

20 37713_at Cluster IncL L07548:Human aminoacyIase-1 (ACYl) mRNA, complete cds /cd 

38376_at Cluster IncL L46590:Homo sapiens very long chain acyl-CoA dehydrogenas 

38798_s_at Cluster IncL AI741 833:wg29e04.xl Homo sapiens cDNA, 3 end /clon©=IM 
39867_at Cluster IncL S75463:P43=mitochondrial elongation factor homolog [human 

2052_g_at M3 1767 /FEATURE=mRNA /DEFINITION=HUMDNAMET Human 06- 

25 methylguanine-DNA 

1 B78_g_at M13 194 /FEATURE===mRNA /DEFINITION=HUMERCCl Human excision repair 
protei 

1817_at D89667 /FEATURE^ /DEFINrnON=D89667 Homo sapiens mRNA for c-^myc binding 
1468jat U12595 /FEATURE?^ /DEFINITION==HSU12595 Human tumor necrosis fector type 1 
30 1243_at U18300 /FEATURE^ /DEFIN1TION=HSU18300 Human damage-specific DNA binding • 

]METAGENE273: 



35907 J3A Cluster IncL Z36714:H,sapiens mRNA for cyclin F /cds=(43,2403) /gb-Z36 

35 41400_at Cluster IncL K02581:Human thymidine kinase mRNA, complete cds /cds=(57 

37I84_at Cluster IncL L37792:Human syntaxin lA mRNA, complete cds /cds=(l,867) 

37927_at Cluster IncL X12654:Human mRNA for cell cycle gene RCCl /cds=(l 82, 1447 

37985_at Cluster IncL L37747:Homo sapiens lamin Bl gene /cds=(340,2100) /gb==L37 

37305_at Cluster IncL U61 145:Human enhancer of zeste homolog 2 (EZH2) mRNA, com 
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37326_at 

38094__at 

39108_at 

40532_at 

32617_at 

33135_at 

1854_at X13293 

1782_^s_at 

(Opl8) 

967 g at 

homologous to S, 

348 at D14678 



Cluster Incl. U9330S:Homo ss^iens A4 differentiation-dependent protein 
Cluster Incl. M65028:Humaxi hnKNP type A/B protein mRNA, complete cds /c 
Cluster Incl. U22526:Human 2,3-oxldosqualene-lanosterol cyclase mRNA, c 
Cluster IncL U75285:Homo sapiens apoptosis inhibitor survivin gene, co 
Cluster IncL W74442:zd75e09.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cluster Incl. U17566:Human 65 kDa hydrophobic protein mKNA, complete cd 
/FEATXJRE==cds /DEFINITrON=HSBMYB Human mRNA for B-myb gene 
M31303 /FEATURE=mRNA /DEFINlTION=HUMOP18A Human oncoprotein 18 

X97795 /FEATURE'-cds /DEFINlTION=HSRAD54 H.sapiens mRNA 

/FEATURE^ /DEFINITION=HUMMHCB Human mRNA for kmesin-related prote 



METAGENE274: 



15 



20 



25 



30 



35 



31685_at 

31759_at 

33685 jat . 

33503_at 

34525_at 

34926_at 

36765_at 

36779„at 

38506_at 

41030_at 

41099_at 

33740_at 

33754_at 

33808_at 

35686_s_at 

33346_r_at 

33857_at 

34298_at 

36613_at 

38468_at 

40584_at 

41359_at 

1524 at U46194 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster hicL 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
/FEATURE^ 



Y08976:H.sapiens mRNA for FEV protein /cds=(584,1300) /gb 
W26220:22d9 Homo sapiens cDNA /gb=W26220 /gi=1306631 /ug= 
AC004755:Homo sapiens chromosome 19, fosmid 37502 /cds=(0 
W29105:56d8 Homo sapiens cDNA/gb==W29105 /gf=130907I /ug= 
AB018563:Homo sapiens IMLl mRNA, complete cds /cdsK30,41 
M28825:Human thymocyte antigen CDla mRNA, complete cds /c 
AL080154:Homo sapiens mRNA; cDNADKFZp434I114 (from clone 
X90908:H.sapiOTS mRNA for MSP (I-BABP) protein /cds=<12 
X58840:Human mRNA for variant hepatic nuclear factor 1 (v 
X99350:H.sapiens HFH4 gene, exon 1 and joined CDS /cds=(2 
X84740:H.sapiens mRNA for DNA Ugase IH /cds=(333,3 101) 
AF023268:Homo sapiens clk2 kinase (CLK2), propinl, cotel, 
U43203:Human thyroid transcription factor 1 (TTF-1) mRNA, 
AL022721:dJ109F14.Ll (TTanscrq}tionalEnlMncer Factor TE 
Z24459:H.sapiens MTCPl gene, exons 2A to 7 (and joined 
M61764:Human gamma-tubulin mRNA, complete cds /cds=(24, 
N25122:yxl9dl0.rl Homo sapiens cDNA, 5 end /clone^IMAGE- 
X69532:H.sapi6n5 gene for inter-alpha-trypsin inhibitor h 
U09585:Homo sapiens putative interferon-related protein ( 
U65676:Human Hermansky-Pudlak syndrome protein (HPS) mRNA 
Y08612:Homo sapiens mRNA for nuclear pore complex protein 
Z98265:Homo sapiens mRNA for plakophilin 3 /cds=(74,2467) 
/DEFINITION=HSU46194 Human renal cell carcinoma antigen 
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10 



3l472_s_at 

34649_at 

2036_s_at 

molecule (CD 

1125_s_at 

glycopiD 

1126_sjat 

glycopro 



Cluster Incl. AF098641:Homo sapiens CD44 isoform RC (CD44) mKNA, comp 
Cluster Incl. M14219;Huniaa chondroitin/dennatan sulfate proteoglycan (P 
M59040 /FEATURE^ /DEFINITION=HUMCD44B Human cell adhesion 

L05424 /FEATURE=cds#l /DEFINITION-HUMSCGIP Human ceU surface 

L05424 /FEATURE'=cds#5 /DEFINmON=HUMSCG19 Human ceU surface 



METAGENE 276 : 

38863_at Cluster Incl. L07540:Human replication factor C, 36-kDa subunit mRNA, c 

15 321 15_r_at Cluster Incl. X68486:H,sapiens mRNA for A2a adenosine receptor /cds=( 

40821_at Cluster Incl. M61832;Human S-adenosylhomocysteine hydrolase (AHCY) mRNA 

1410_at J03258 /FEATURE=mRNA /DEFINITION-HUMVDR Human vitamin D receptor mRNA, 
c 

1 191_s_at AB003102 /FEATURE^ /DEFINmON^ABOOS 102 Homo sapiens mRNA for 26S 
20 prot 

981_at X74794 /FEATURE=fcds /DEFINrnON'==HSPlCDC21 H.sapiens Pl-Cdc21 mRNA 
METAGENE 277 : 

25 34706_at Cluster Incl. ABOl 1090:Homo sapiens mRNA for KIAA05 1 8 protein, partial 

35979_at Cluster Incl. AF08 1287:Homo sapiens serine phosphatase FCPla (FCFl) mRN 

36939_at Cluster Incl. D49958 :Homo sapiens mRNA for membrane glycoprotein M6, co 

362_at Z15108 /FEATURE=cds /DEFINITION=HSPKCZ H.sapiens mRNA for protein kinase 

30 METAGENE 278 : 



31497_at Cluster Incl. U19142;Human OAGE-1 protein mRNA, complete cds /cds=(48,4 

31498_f^at Cluster Incl. U19147;Human GAGE-6 protein mRNA, complete cds /cds=^(81 

3 1953_f_at Cluster Incl. U19144:Human GAGE-3 protein mRNA, complete cds /cds«(99 

35 3 1954_f_at Cluster Incl. AA447559:zw8 lei 1 .si Homo sapiens cDNA, 3 end /clone=IM 

3 1960__f_at Cluster Incl. U19143:Human GAGE-2 protein mRNA, complete cds /cds=(83 

33671_f_at Cluster Incl. U19 145:Human GAGE-4 protein mRNA, complete cds /cds=(82 

33680_f^at Cluster Inch AF058988:Homo sapiens melanoma antigen related GAGE-7 m 

37065_f_at Cluster Incl. U19146:Human GAGE-5 protein mRNA, complete cds /cds='(74 
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METAGENE 279 : 



34133_at 
36477_at 
35297_at 
/ 

38480 s at 



Cluster Incl. AL049685 -.Human gene from PAC 37M17, chromosome X, similar 
Cluster Incl. X90780:Homo sapiens TNNI3 gene/cds-(143,775) /gb=X90780 
Cluster Incl. AC002400:Human Chromosome 16 BAG clone CIT987SK-A-735G6 

Cluster Incl. U66867:Human ubiquitin conjugating enzyme 9 (HIJBC9) mKN 



15 



10 METAGENE 280: 



3 1723_at Cluster Incl. X70377:H.sapiens mRNA for cystatin D /cds=(4,432) /gb==X70 

32a45_at Cluster Incl. AB00233 1 :Human mRNA for KIAA0333 gene, partial cds /cds=( 

34693_at Cluster Incl. U14550:Human sialyltransferase SThM (sthm) mRNA, complete 

35203_at Cluster Incl. AB002381:Human mRNA for KIAA0383 gene, partial cds /cds=( 

37891_at Cluster Incl. U79272:Human clone 23720 mRNA sequence /cds=UNKNOWN 
/gb=U 

39725_at Cluster IncL L10910:Homo sapiens splicing factor (CCL3) mRNA, complet 

40432_at Cluster Incl. AA522891:ni41bl2.sl Homo sapiens cDNA, 3 end /clone^IMAG 

41 126_at Cluster Incl. AA978353:oq40b07.sl Homo sapiens cDNA, 3 end /clone^IMAG 

32 1 74_at Cluster IncL AFOl 5926:Homo sapiens ezrin-radixin-moesin binding phosph 

33881„at Cluster Incl. AA977580:on61b02.8l Homo sapiens cDNA, 3 end /clone=IMAG 

35350 jat Cluster Incl ABOl 1 170:Homo sapiens mRNA for KIAA0598 protein, complete 

38394_at Cluster Incl. D42047:Human mRNA for KIAA0089 gene, partial cds /cds=(0. 



20 



25 



METAGENE 281 



34934_at Cluster Incl. L29376:Homo sapiens (clone 3.8-1) MHC class I mRNA ftagme 

37 1 12_at Cluster Incl. AB002384:Human mRNA for KIAA0386 gene, complete cds /cds= 

30 38522_s_at Cluster Incl. X52785:H.sapiens CD22 mRNA /cds=(34,1977) /gb=X52785 /g 

39582_at Cluster IncL AL050166:Homo sapiens mRNA; cDNA DKFZp586Dl 122 (from 
clon 

40688_at Cluster Incl. AJ223280;Homo sapiens mRNA for 36 IcDa phosphothyrosine pr 

36067_at Cluster Incl. AB000887:Homo sapiens mRNA for EBIl-ligand chemokine, com 

35 37579_at Cluster Incl. L47738:Homo sapiens inducible protein mRNA, complete cds 

40 1 43_at Cluster Incl. D50930:Human mRNA for KIAAO 140 gene, complete cds /cds=(2 

35786_at Cluster Incl. AB007945:Homo sapiens mRNA for KIAA0476 protein, complete 



METAGENE 282: 
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40111_g at 

37329_at 

40171_at 

41810_at 

1108_s_at 

(ep 



Cluster Inch U49283:Hi]maii NAD+-specific isocitrate dehydrogenase bet 
Cluster lucL AF053070:Homo sapiens NADH-ubiquinone dehydrogenase 51 kD 
Cluster IncL AP062739:Homo sapiens GSK-3 binding protein FRAT2 (FRAT2) 
Cluster Incl. AA203545:zx59a05.rl Homo sapiens cDNA, 5 end /clone=IMAG 
Ml 8391 /FEATURE* /DEFINITrON=HUMTKR Human tyrosine kinase receptor 



10 



15 



METAGENE283: 

35937 jat Cluster Incl. U654l6:Huiiian MHC class I molecule (MICB) gene, complete c 

38923 jat Cluster Incl. L76159:Homo sapiens FRGl mRNA, complete cds /cds=<191,967 

39670^at Cluster hicl. AL050034:Homo sapiens mKNA; cDNA DKFZp566G0224 (from 
clon 

38651_at Cluster Incl. U60061 :Human FEZ2 mRNA, partial cds /cds=(0,461) /gb=U600 

408 18_at Cluster Incl. D14041 :Homo s^iens mKNA for H-2K binding factor-2, compl 

411 67_at Cluster Incl. M64929:Human protein phosphatase 2A alpha subunit mRNA, c 

33 133 jat Cluster Inch U80184:Homo s^iens FLU gene, complete cds /cds={35,3844 



20 METAGENE 284 : 



25 



35960. 


.at 


31800_ 


-at 


clone 




31801. 


-.at 


37237_ 


_at 


36102^ 


-at 


36956^ 


-at 


1772_s_at 



30 txansferas 



Cluster IncL AF031416:Homo sapiens IkB kinase beta subunit mRNA, compl 
Cluster IncL AL050136:Homo sapiens mRNA; cDNA DKFZp586L141 (fium 

Cluster Incl. AI808712:wf57c05.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL D38293:Homo sapiens mRNA for clathrin-like protein, compl 
Cluster Incl. AF038962:Homo sapiens voltage dependent anion channel pro 
Cluster Incl. L20852:Human leukemia virus receptor 2 (GLVR2) mRNA, comp 
L00634 /FEATURE^ A>EFINITION=HUMFPTA Human femesyl-protein 



35 



1696_at D29013/FEATlJiyB==/DH^INmON=mJlifl.NCAPHuma^ 
beta 

1499_at L10413 /FEATURE^ /DEFINITTON=«HUMFTA Human famesyltransferase alpha-subu 
1 137_at L20852 /FEATURE^ /DEFINITION==HUMGLVR2X Human leukemia virus receptor 2 ( 
840_at U47742 /FEATUR]^ /DEFINITION^HSU47742 Human monocytic leukaemia zinc fing 



METAGENE 285 : 



41051 at 



Cluster Incl. X95073:H.sapien5 mKNA for translin associated protein X / 
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10 



15 



20 



25 



30 



35 



41619_at 

32738_at 

34292_at 

34688_at 

36827_at 

37256_at 

37900_at 

38679 ^_at 

39012 ^_at 

39713_at 

40471jat 

40779 jat 

41146_at 

41170_at 

33899_at 

34352_at 

34385_at 

34387_at 

35296_at 

35318_at 

35762_at 

36198_at 

36647_at 

38390_at 

38441_s_at 

39116_at 

41335_at 

clon 

41354_at 
41562_at 
41834jg_at 
32504 at 



Cluster Incl. AL022398:dJ434O14.4 O^terferon Regulatory Factor 6) /cds 
Cluster Itxcl. AFOS0640:Homo sapiens NADH-ubiqumone oxidoreductase NDXJF 
Cluster lucl. X92475:H.sapiens mRNA for ITBAl protein /cds=(284,1069) / 
Cluster Incl. AB029001;Homo sapiens mRNA for KIAA1078 protein, partial 
Cluster Incl. AF020762:Homo sapiens clone 1400 unknown protein mRNA, pa 
Cluster Incl. AI829890.'wj47a06.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. AF093670:Homo sapiens peroxisomal biogenesis factor (PEXl 
Cluster Incl. AA733050:zg79b05.sl Homo sapiens cDNA, 3 end/clone=39 
Cluster Incl. X99906:Homo ss^iens mRNA for alpha endosulfine /cdsK12 
Cluster Incl, AJ132440:Homo sapiens mRNA for PLU-1 protein /cds=(89,472 
Cluster Incl. Y09048:H*sapiens PxF gene /cds=(l 0,909) /gb=Y09048 /gi=25 
Cluster Incl. U59919:Human Smg GDS-associated protein SMAP.mRNA, comple 
Cluster Incl. J03473:Human poly(ADP-ribose) synthetase mRNA, complete c 
Cluster Incl. AB014563:Homo sapiens mRNA for K1AA0663 protein, complete 
Cluster Incl. U34252:Human gamma-aminobutyraldehyde dehydrogenase mRNA, 
Cluster Incl. AA631698:np79a08.sl Homo sapiens cDNA /clone==IMAGE- 113250 
Cluster IncL U57877:Hm3ian integral membrane protein Cn-3 mRNA, nuclea 
Cluster Incl. D86960:Human mRNA for KIAA0205 gene, complete cds /cds=(2 
Cluster Incl. AB019036:Homo sapiens mRNA for geranylgeranyl pyrophospha 
Cluster Incl. AB007944:Homo sapiens mRNA forKIAA0475 protein, complete 
Cluster Incl. AB007952:Homo s^iens mRNA for KIAA0483 protein, partial 
Cluster Incl. D13641:Human mRNA for KIAA00I6 gene, complete cds /cds=<l 
Cluster IncL AA526812:ni92a08,sl Homo sapiens cDNA, 3 end /cIone=IMAG 
Cluster Incl. Z34975:H.sapiens LDLC mRNA /cds=(95,2311) /gb=Z34975 /gi= 
Cluster Incl. X59408:H.sapiens, gene for Membrane cofactor protein /c 
Cluster Incl. AF070626:Homo sapiens clone 24483 unknown mRNA, parital c 
Cluster IncL AL050084:Homo sapiens mRNA; cDNA DKFZp56601646 (firom 



Cluster IncL U25997:Homo ssq;}iens stanniocalcin precursor (STC) mRNA, c 
Cluster IncL L13689:Human prot-oncogene (BMI-1) mRNA, complete cds /cd 
Cluster IncL AB016492:Homo sapiens hJTB gene, complete cds /cds=(464 
Cluster IncL AW024812:wu69c05.xl Homo sapiens cDNA, 3 end /clone«IMAG 
1356_at U18321 /FEATUKBr^ /DEFINITION-=HSU18321 Human ionizing radiation resistanc 
1287_at J03473 yFEATURE==mRNA /DEFINITION=HUMRISDAD Human poly(ADP-ribose) 
synthe 

903 jat L42373 /FEATURE===niRNA /DEFINITION=HUMPP2A Homo sapiens phosphatase 2A 
B56- 



METAGENE 286 : 
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10 



15 



20 



40758_at 
41480_at 

39073_at 

39707_at 

40056_at 

40427_at 

32758_g_at 

33415_at 

35321_at 

35760„at 

36592_at 

37766_s_at 

38470 J_at 

39152_f.at 

40533_at 

41824_at 

33107_at 

1980„s_at 

gene 

I985_s_at 

xnRNA 

1614_s_at 

onco 



Cluster Incl. X81788:Homo s^iens ICTl (alias DS-1) mKNA /cds=(2,622) / 
Cluster Incl. AF029669:Hoino sapiens RadSlC (RAD51C) noRNA, complete cds 
Cluster Incl. AL038662:DKFZp566I0346_rl Homo sapiens cDNA, 5 end /clon 
Cluster Incl. AB014547:Homo sapiens mRNA for iaAA0647 protein, partial 
Cluster Incl. D87989:Human mRNA for UDP-galactose transporter related i 
Cluster Incl AA149486:2l27g0Lrl Homo sapiens cDNA, 5 end /clone=IMAG 
Cluster Incl. U84720:Homo s^iens mRNA export protein ORAEl) mRNA, co 
Ouster Incl. X58965:H.s^iens RNA for nm23-m gene /cds==(72,530) /gb-X 
Cluster Incl. AB004884:Homo sapiens mRNA for PKU-alpha» partial cds /cd 
Cluster IncL AF087135:Homo sapiens FIFO-type ATPase subunit d mRNA, nu 
Cluster Incl. S85655:prohibitin [human, mRNA, 1043 nt] /cds»(50,868) /g 
Cluster Incl. AF035309:Homo sapiens clone 23598 mRNA, complete cds /c 
Cluster Incl. D86981 :Human mRNA for KIAA0228 gene, partial cds /cds=( 
Cluster Incl. U06632:Homo sapiens p80-coilin mRNA, complete cds /cds= 
Cluster Incl. AI417038:tg78b04.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AII40114:qa95c06.xl Homo sapiens cDNA, 3 end /clone^IMAG 
Cluster LicL AB020705:Homo sapiens mRNA for KIAA0898 protein, partial 
X58965 /FJBATURE- /DEFINmON=HSNM23H2G H-sapiens RNA for nm23-H2 

X73066 /FEATURE-cds /DEFINrnON=HSNM23HlA H.sapiens NM23-H1 

X63546 /FEATURE=cds#2 /DEFINITION=HSTRE210 H.sapiens mRNA for tre 



25 1 521 at X17620 /inEATURE=mRNA yDEFINlTION=HSNM23 Human mRNA for Nm23 protein. 



mv 



508 at U43923 /FEATURE- /DEFiraTION=HSU43923 Human transcription factor SXJPT4Hm 



METAGENE287: 

30 



32941_ 


at 


Cluster IncL M91 196:Homo sapiens DNA-binding protein mRNA^ complete cd 


34947_ 


at 


Cluster IhcL AA442560:2v75g07.rl Homo sapiens cDNA, 5 end /clone=IMAG 


38547_ 


.at 


Cluster Incl. Y00796:Human mRNA for leukocyte-associated molecule-1 alp 


39210, 


_at 


Cluster Incl M58597:Human ELAM-1 ligand fiicosyltransferase (ELFT) mRNA 


32737_ 


_at 


Cluster IncL M64595:Human small G protein (Gx) mRNA, 3 end /cds=(0,54 


35974. 


jat 


Cluster Incl. U10485:Human lymphoid-restricted membrane protein (Jawl) 


39428^ 


-.at 


Cluster IncL AF05558 1 :Homo sapiens adaptor protein Lnk mRNA, complete 


40519^ 


.at 


Cluster IncL Y00638:Human mRNA for leukocyte common antigen (T200) /cd 


40520_g_at 


Cluster IncL Y00638:Human mRNA for leukocyte common antigen (T200) / 
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38438jat Cluster Incl. M58603:Human nuclear factor kappBrB DNA binding subunit ( 

32593_at Cluster Incl. D42043:Human mRNA for KIAA0084 gene, partial cds /cds=(0, 

2024_s_at M79321 /FEATURE^ /DEFINmON=HUMLYNlK Human Lyn B protein 
mRNA, comple 

5 1984_s_at X69549 /FEATURE=cds /DEFINITI0N=HSRH02 ttsapiens mKNA for rho 
GDP-diss 

l456_sjsLt M63838 /FEATURE^ /DEFINITION=HUMIFI16A Human interferon-gamma 

induced 

1 146_at Cd4 Antigen 

10 432__s_at X02883 /FEATURE==cds /DEFINTTION^HSTCRAC Human gene for T-cell 

receptor 

METAGENE288: 

15 323 1 8_s_at Cluster Incl. X63432:H.sapiens ACTB mKNA for mutant beta-actin (beta- 

37448_s_at Cluster Incl. X56009:Human GSA mRKA for alpha subunit of GsGTP bindin 
37449j[_at Cluster Incl. X04409:Human mRNA for coupling protein G(s) alpha-subun 
37450jr_at ClustwlDcL X04409:Huniau mRNA for coupling protein G(s) alpha-subun 
35360_at Cluster Incl. Yl 771 1 ;Homo sapiens mRNA for atopy related autoantigen CA 

20 35733_at Cluster Incl. AF006082;Homo sapiens actin-related protein Arp2 (ARP2) m 

13 l__at X83928 /FEATURE=»cds /DEFINinON='HSTAFII28 H.saqpiens mRNA for transcriptio 

METAGENE289: 

25 35090_g_at Cluster Incl. AB005060:Homo sapiens mRNA for NTAK, complete cds /cds~ 
39272_g_at Cluster Incl. AA461365:zx70e07.rl Homo sapiens cDNA, 5 end /clone=IM 
39550_at Cluster Incl. ABOl 1 156:Homo sapiens mRNA for KIAA0584 protein, partial 



30 



METAGENE290: 



32340_s_at Cluster Incl. M85234:Human nuclease srasitive element binding protein 

32901_s_at Clusterlncl. AC005192:HomosapiensBACcloneRG163Kll fiTom7q31 /cds 

36284_at Cluster Incl. Y12642:H.sapiens E48 gene /cds=(24,410) /gb=Y12642 /gi-27 

39660__at Cluster Incl. AI3091 1 5:qo71a09.xl Homo sapiens cDNA, 3 end /clone=IMAG 

35 40036_at Cluster Incl. AF035940:Homo sapiens MAGOH mRNA, complete cds /cds=(65,5 

41401_at Cluster IncL U57646:Homo sapiens cysteine and glycine-rxch protein 2 ( 

41 852_at Cluster lacl. U22377:Human Zn-15 related zinc finger protein (rif) mRNA 

33255_at Cluster Incl. M97856:Homo sapiens histone-binding protein mRNA, complet 

36496_at Cluster IncL AF014398:Homo sapiens myo-inositol monophosphatase 2 mRNA 
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15 



36832_at Cluster Incl. ABOl S630:Homo sapiens mRNA for typ& U membrane protein, 

38352_at Cluster Incl. AF016371:Homo sapiens U-snRNP-associated cyclophilin (USA 

40454_at Cluster Incl. X87241 :H.sapiens mRNA for liFat protein /cds={186,13958) / 

40506_s_at Cluster Incl. U75686:Homo sapiens polyadenylate binding protein mRNA, 

41762_at Cluster Inch D64015:Homo sapiens mRNA for T-cluster binding proteiny c 

33912_at Cluster Incl. Y13834:Homo sapiens mRNA for famesylated-proteins conver 

34333_at Cluster Incl. AL021707:Human DNA sequence fixjm clone 508115 on chromoso 

36104_at Cluster Incl. AA526497:ni96d07,sl Homo sapiens cDNA, 3 end /cIone=IMAG 
36135_at . Clusterlacl. U86602:Human nucleolar protein p40 mRNA, complete cds/cd 

36204_at Cluster Incl. Y00815:Httman mRNA for LCA-homolog. LAR protein (leukocyte 

36671_at Cluster IncL M27396:Human asparagine syntiietase mRNA, complete cds /cd 

37679 jat Cluster IncL Y103 13:Homo sapiens mRNA IFKDl (PC4) interferon-related d 

37749_at Cluster Incl. D7861 1 :Human MEST mRNA, complete cds /cds=(223,1230) /gb= 

40271_at Cluster Incl. D42085:Hxunan mRNA for KIAA0095 gene, complete cds /cds=(6 

2035_s_at M55914 /FEATURE= /DEFINITION^HUMCMYCQ Human c-myc binding 



protein (MBP 

980_at AF002020 /FEATURE'^ /DEFINITION=AF002020 Homo sapiens Niemann-Pick C disea 
738_at D38524 /FEATURE^ /DEFINniON=HUM5N Human mRNA for 5 -nucleotidase 

20 METAGENE291; 



3 143 l_at Cluster Incl. U122S5:Human IgG Fc receptor hFcRn mRNA, complete cds fed 

3 1492 jat Cluster IncL AB019392:Homo sapiens mRNA of muscle specific gene M9, co 

36749_at Cluster IncL M73720:Human mast cell carboxypeptidase A (MC-CPA) gene / 

25 41 102_at Cluster IncL U66359:Human T54 protein (T54) mRNA, complete cds /cds=(6 

4 1 662_at Cluster IncL AL050272:Homo sapiens mRNA; cDNA DKFZp566B 1 83 (fit>m 
clone 

' 3646 l_at Cluster IncL U41 804:Human putative T1/ST2 receptor binding protein pre 

36492_at Cluster IncL AI347155:tc04cll.xl Homo sapiens cDNA, 3 end /clone=IMAG 

30 36530 g at Cluster IncL AI885381:wl93b01.xl Homo sapiens cDNA, 3 end /clone=IM 

36531jr__at Cluster IncL AC005757:Homo sapiens chromosome 19, cosmid R3261 1 /cds 

38719_at Cluster IncL U03985:Human N-^thylmaleimide-sensitive factor mRNA, part 

39075_at Cluster IncL AF040958:Homo s£^iens lysosomal neuraminidase precut^or, 

40078_at Cluster IncL AF015287:Homo sapiens serine protease mRNA, complete cds 

35 40410_at Cluster IncL W26651 :34c5 Homo sapiens cDNA /gb-W26651 /gi-1307494 /ug= 

405l4_at Cluster IncL AF091085:Homo sapiens clone 638 unknown mRNA, complete se 

32799_at Cluster IncL AF023268:Homo sapiens clk2 kinase (CLK2), propinl , cotel , 

33347_at Cluster IncL AA883868:am26el 1 .si Homo sapiens cDNA, 3 end /clone==IMAG 

35351_at Cluster IncL U89505:Human Hlark mRNA, complete cds /cds=(55,l 155) /gb== 
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36194_at Cluster IncL M63959:Huinan alpha-2-macroglobului receptor-associated pr 

36989_at Cluster Incl. L1971 1 :Human dystroglycan (DAGl) mKNA, complete cds Zeds*' 

373 15_f_at Cluster IncL AI057607:oy31e07.xl Homo sapiens cDNA, 3 end /clone?=IM 
37361_at ClusterIncl.AF010187:Homo sapiens FGF-1 intracellular binding protein 

5 37704_at Cluster Incl. Z 14093 :H,sapiens mRNA for branched chain decaiboxylase al 

38054_at Cluster Inch AF029890:Homo sapiens hepatitis B virus X interacting pro 

38439_at Cluster Incl. L24123:Homo sapiens NRFl protein (NRFl) mRNA 

/cds=UNKNOWN 

38451_at Cluster Ittcl. T58471:yb61cll.rl Homo sapiens cDNA, 5 end /clone^IMAGE- 

10 32528_at Cluster IncL Z50853:H.sapiens mRNA for CLPP /cdsK19,852) /gb=Z50853 / 

32574_at Ch^ter IncL X59960:H.sapiens mRNA for sphingomyelinase /cdff=(122^005 

1444 jat AB003177 /FEATURE^ /DEFINinON=AB003 177 Homo sapiens mRNA for proteasome 
1257_s_at L42379 /FEATURE==mRNA /DEFINITION=HUMBPGF Homo s^iens bone- 
derived gro 

15 1 142_at Fibroblast Growth Factor Receptor K-Sam, Alt Splice 1 

338_at AF005887 /FEATURE= /DEFINITION=AF005887 Homo sapiens ATF family member AT 
1 80_at S82470 /FEATURE= /DEFINITION=S82470 BB l=malignant cell expression-enhance 
115 at X14787/FEATURE=cds/DEFINmON=HSTS Human mlWA for tbiom 



20 METAGENE292: 



36305_ 


^at 


Cluster IncL M95167:Homo sapiens dopamine transporter (SLC6A3) mRNA^ c 


37447_ 


.at 


Clust^ IncL AF015257:Homo sapiens flow-induced endothelial G protein- 


37510^ 


-at 


Cluster Incl. AF036715:Homo sapiens syntaxia 8 mRNA, complete cds /cds== 


36865_ 


.at 


Cluster IncL AB018302:Homo sapiens mRNA for KIAA0759 protein, partial 


37599_ 


_at 


Cluster IncL AF017060:untitled /cds=(298,4314) /gb-AF017060 /gi-234315 


33444^ 


_at 


Cluster IncL D30756:Human mRNA for KIAA0049 gene, complete cds /cds=(l 


38741^ 


^at 


Cluster IncL U70728:Human cytohesin-2 mKNA, complete cds /cds=(158,136 


1246_at U35234 


/FEATURE^ /DEFINITION=HSU35234 Human protein tyrosine phosphatase 



30 

METAGENE293: 



33633^ 


at 


Cluster Incl. AF030335:Homo sapiens purinergic P2Y1 1 receptor 0?2Y11) m 


38594^ 


J_at 


Cluster IhcL AB006622:Homo sapiens mRNA for KIAA0284 gene, partial c 


39258^ 


_at 


Cluster IncL AI627877:ty20b09.xl Homo sapiens cDNA, 3 end /cIone=IMAG 


32622^ 


.at 


Cluster IncL L36983:Homo sapiens dynamin (DNM) mRNA, complete cds /cds 


38259_ 


„at 


Cluster IncL AB002559:Homo sapiens mRNA for huncl8b2, complete cds /cd 


35749^ 


.at 


Cluster IncL AF069733:Homo sapiens ADA3-Iike protein mRNA, complete cd 


36644_ 


.at 


Cluster IncL D29963:Homo sapiens mRNA for CD151, con^lete cds /cds==(84 
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41281_s_at Cluster IncL AF060502:Homo sapiens peroxisome assembly protein PEXl 0 
41282_s_at Cluster Incl. AA194159:zr37h01.rl Homo sapiens cDNA, 5 end /clone=IM 
41526_at Cluster IncL AF072836:Homo sapiens Sox-like transcriptional &ctor mKN 

2084_s_at D12765 /FEATURE= /DEFINITION^HUMEIAF Human mRNA for ElA-F 
5 1700_^at U82987 /FEATURE- /DEFINrnON-HSU82987 Human Bcl-2 binding component 3 (b 
1397_at L32976 /FEATURE== /DEFINmON=HUMMLK3A Human protein kinase (MLK-.3) 
mRNA, 

1374_g^at M3 1523 /FEATURE- /DEFINITION-HUMTFAA Human transcription factor 
(E2A) 

10 1271 at L19067 /FEATURE^ /DEF1N1TION-HUMNFKB65A Human ISlF-kappa-B 
transcription 

993_at X54637 /FEATURE=cds /DEFDSirnON-HSTYK2 Human tyk2 mRNA for non-receptor p 
505_at U43077 /FEATURE* /DEFINinON=HSU43077 Human CDC37 homolog mRNA, 
complete 

15 

METAGENE 294 : 



20 



25 



30 



Cluster Inch AF040639:Homo sapiens aflatoxin Bl-aldehyde reductase mRN 
Cluster Incl. Z488Q4:H.$apiens mRNA (ocular albinism type 1 related) /c 
Cluster incL ABOl 1 13I:Homo sapiens nuRNA for KIAA0559 protein, partial 
Cluster IncL U68418:Human branched chain aminotransferase precursor (B 
Cluster IncL AI985964:wr79d08.xl Homo sapiens cDNA, 3 end /cloneF=IM 
Cluster IncL AF093264:Homo sapiens homer-2b mRNA» complete cds /cds=(0 
Cluster IncL AB023152:lfomo sapiens mRNA for KIAA0935 protein, partial 
Cluster IncL X59798:Human PRADl mRNA for cyclin /cds=(147,1034) /gb=X5 
Cluster IncL U28249:Human 1 Ikd protein mRNA, complete cds /cds=(259,59 
M64349 /FEATURE^ /DEFINITION-HUMCYCDl Human cyclin D (cyclin Dl) 



2020_at M73554 /FEATURE^ /DK?INlTION=HUMBCLl Human bcH mRNA, complete CDS 
METAGENE 295: 

542_at S74445 /FEATURE^ /DEFINITION=S74445 cellular retinoic acid-binding protei 
543_g_at S74445 /FEATURE^ /DEFINinON=S74445 cellular retinoic acid-binding prot 



35925^ 


.at 


36778. 


_at 


37780. 


.at 


41I11_ 


at 


37897_ 


_s_at 


38292_ 


at 


39369. 


at 


38418. 


_at 


39087. 


-at 


2017_s_at 


mRNA, 



35 



METAGENE 296: 



34591_at Cluster Incl. S79854:type 3 iodothyronine deiodinase^selenoenzyme [huma 

34602_at duster Incl. D63 160:Homo sapiens DNA for lectin P35 /cds=(10,95 1) /gb= 
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10 



34050_at 

36330_at 

37785_at 

39655_at 

40733_f_at 

41399_at 

32122_at 

1290jg_at 

transferase 

820 at U77604 



Cluster IhcL AC003034:Homo sapiens Chromosome 16 BAC clone CIT987SK-A- 
Cluster Incl. Y17448:Homo sapiens CCBLl gene, last two exons /cds=(0,14 
Cluster Incl U69563:U69563 Homo sapiens cDNA /clone=25050 ygly=U69563 / 
Cluster Incl, M26901 :Human renin g^e /cdsK90,1301) /gb=M26901 /gi==488 
Cluster Incl. D89377:Homo sapiens mRNA for MSX-2, complete cds /cds=( 
Cluster Incl. AB029634:Homo sapiens mRNA for KXAAl 1 1 1 proteia, partial 
Cluster Incl. L3 1 573 :Human sulfite oxidase mRNA, complete cds /cds=(903 
L02321 /FEATURE- /DEFINITION-HUMGSTM5 Human glutathione S- 

/FEATURE- /DEFINmON»HSU77604 Homo sapiens microsomal glutathione 



METAGENE297: 



15 



20 



25 



30 



35 



33689_s_at 

40042_r_at 

40745_at 

41107_at 

41380_at 

41606_at 

41869_at 

31874_at 

34679_at 

36027_at 

36058jat 

clon 

36475_at 
38617_at 
38713_at 
41758_at 
32151_at 
32745_at 
32852_at 
33366_at 
39134 at 



Cluster Incl. AF012434:untitled/cds-(3 8,394) /gb-AF012434 /gi-235291 
Cluster Incl. U823 8 liHinnan proline dehydrogenase/proline oxidase (PRO 
Cluster Incl. L13939:Homo sapiens beta adaptin (BAM22) mRNA, complete c 
Cluster Incl. AB002372:Human mRNA for KIAA0374 gene, complete cds /cds= 
Cluster Inch AF053003:Homo sapiens diphthamide biosynthesis protein-2 
Cluster Incl. AJ005940:Homo sapiens mRNA for GTP-binding protein /cds=( 
Cluster Incl. U783 10:Homo ss^iens pescadillo mRNA, complete cds /cds^(5 
Cluster Incl. Y07846:H.8apiens mRNA for GAR22 protein /cds=(132,l 145) / 
Cluster Incl. X02596:Human mRNA for bcr (breakpoint cluster region) gen 
Cluster Incl. AA418779:zv98d05.rl Homo sapiens cDNA, 5 end /clone=IMAG 
Cluster Incl. AL096741:Homo sapiens mRNA; cDNA DKFZp586O0223 (firom 



Cluster Incl. Z97630;Hxmian DNA sequence from clone 466N1 on chromosome 
Cluster Incl. D45906:Horao sapiens mRNA for LIMK-2, complete cds /cds=r(l 
Cluster Incl. Z99716:bK250D10.1 (sterol regulatory element binding tran 
Cluster Incl. AL096879:Novel human mRNA similar to C, elegans gene WP-C 
Cluster Incl. X82260:H.5apiens mRNA for RanGTPase activating protein 1 
Cluster IncL AF034091 :Homo sapiens nuclear localization signal contain 
Cluster Incl. U78678 .-Human thioredoxin mRNA, nuclear gene encoding mito 
Cluster IncL AL022238:dJ1042K10.2.1 (novel protein with probable mbGA 
Cluster Incl. AJ006973:Homo sapiens mRNA for TOMl protein /cd8=(61,1539 
895_at L19686 /FEATURE==mRNA /DEFINlTION=HUMMIF Homo sapiens macrophage 
migration 

864__at U07664 /FEATURE=^expanded_cds /DEFINITION==HSHB9HB2 Human HB9 homeobox 
gene 

374XatZ84718 /FEATURE=cds#5 /DEFINmON=HS322Bl Human DNA sequence from clone 
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10 



15 



METAGENE298: 

32993_s_at Cluster Incl. U70824:Htwnan BLu protean (BLu) mKNA, complete cds /cds= 
32965_f_at Cluster Incl. W28645:52e8 Homo sapiens cDNA /gb=W28645 /gi=1308800 /u 
40060jr_at Cluster Incl. AF061258:Homo sapiens LIM protein mRNA, complete cds /c 
34893_at Cluster Incl. AI557064:PT2, i_13_A12.r Homo sapiens cDNA, 3 end /cIone_ 

METAGENE299: 

31822 jat Cluster Incl. L12579:Human alternatively spliced CUTLl mRNA, complete c 

39058 jat Cluster Incl. UOl 147:Human guanine nucleotide regulatory protein (ABR) 

36606_at ' Clustered. X51405:Human mKNA for carboxypeptidase E (EC 3.4.17.10) / 
37003_at Cluster Incl. X62654:H.S£^iens gene for Me491/CD63 antigen /cds=(69,785 

METAGENE 300 : 



Cluster IncL D89078:Homo sapiens mRNA for leukotiiene b4 receptor, com 
Cluster Incl. M63904:Human G-alpha 16 protein mRNA, complete cds /cdsK 
20 32670_at Cluster Incl. L38969:Homo sapiens tlirombospondin 3 (THBS3) gene, comple 

Cluster Incl. X97198:H.sapiens mRNA for receptor phosphate PCP-2 /cds=( 
Cluster Incl. U57099:Human APEG-1 mRNA, complete cds /cds^(125,466) /gb 
Cluster IncL AJ001014:Homo sapiens mRNA encoding RAMPl /cds=(32,478) / 
Cluster IncL AL0501 10:Homo sapiens mRNA; cDNA DKFZp586J0619 (from clon 
25 4bl47_at Cluster IncL U18009:Human chromosome 17q21 mRNA clone LFl 13 /cds^(0,93 

Cluster Incl. U53174:Human ceU cycle checkpoint control protein mRNA, 
Cluster Incl. U59632:Homo sapiens H5 mRNA, partial cds; and platelet 
1497 at L04270 /FEATURE= /DEFINITION==HUMTNFRRP Homo sapiens (clone CD18) tumor n 



39624. 


at 


40365_ 


at 


32670. 


at 


33750. 


-at 


34218. 


-at 


35668. 


>t 


39022^ 


-.at 


4bl47_ 


.at 


32158_ 


_at 


34412 


s at 



30 METAGENE 301 



35 



31680. 


at 


33484. 


at 


37106_ 


_at 


33264_ 


.at 


33797_ 


.at 


34199. 


.at 


34215. 


.at 


35240 at 



Cluster IncL M55630:Human topoisomemse I pseudogene 2 /cds=UNKNOWN /g 
Cluster IncL Y1057I:H.sapiens mRNA for dinG gene /cds-(12,1022) /gb-Yl 
Cluster IncL D89928:Homo sapiens HKLl mRNA, complete cds /cds=(l 52,196 
Cluster IncL X89602:H.sapiens mRNA for rTS beta protein /cds-(I7,1267) 
Cluster IncL X98494:H.sapiens mRNA for M phase phosphoprotein 10 /cds= 
Cluster Incl. AJ131244:Homo sapiens mRNA for Sec24 protein (Sec24A isof 
Cluster IncL L03426:Human XE7 mRNA, complete alternate coding regions 
Cluster IncL W28983:54fl 1 Homo sapiens cDNA /gb=W28983 /gi=1308931 /ug 
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35662_at Cluster Incl. U20S36:Htimaxi cjrsteine protease Mch2 isofonn alpha CM[ch2) 

36080_at Cluster Incl. AB002332:Human mRNA for KIAA0334 gene, complete cds /cds= 

365 14_at Cluster Incl. U66469:Human cell growtb regulator CGR19 naKNA, complete c 

36928_at Cluster Incl. X70394:H.sapiens OZF mKNA /cds=(856,1734) /gb==X70394 /gi= 

5 38365_at Cluster Incl. AF026086:Homo sapiens peroxisome biogenesis disorder prot 

394 15 jat Cluster Incl. X72727:H.sapiens tunp mRNA for transformation upregulated 

39436_at Cluster Incl. AF079221:Homo sapiens BCL2/adenovirus ElB 191cDa-interacti 

40780_at Cluster Incl. AF016507:Homo sapiens C-terminal binding protein 2 mKNA, 

41 185_fat Cluster IncL AI971724:wi07a04.xl Homo sapiens cDNA, 3 end /clone=IM 

10 4174 l_at Cluster Incl. U28686:Human putative KNA binding protein RNPL mRNA, comp 

33836_at Cluster Incl. AC002045:Human Chromosome 16 BAC clone CIT987SK-A-589H1 
/ 

33893_r_at Cluster Incl. AB007939:Homo sapiens mRNA for KIAA0470 protein, comple 

33907_at Cluster Incl. AF012072:Homo sapiens eIF4GII mRNA, complete cds /cds==(25 

15 34337_s_at Cluster Incl. AJ010014:Homo sapiens mRNA for M96A protein /cds=(243,2 

348 17_s_at Cluster Incl. U7067 1 :Human ataxin-2 related protein mRNA, partial cds 

35306_at Cluster Incl. AB001636:Homo sapiens mRNA for ATP-dependent RNA helicase 

36957_at Cluster Incl. W22296;65A1 1 Homo sapiens cDNA /clone^Cnot-directional) / 

37650_at Cluster Incl. U41315:Human ring zinc-finger protein (ZNF127-Xp) gene an 

20 402 18_at Cluster IncL U60808:Human CDP-diacylglycerol syndiase (CDS) mRNA, comp 

41597_sjat Cluster Incl. AF047442:Homo sapiens vesicle trafficking protein sec22 

41821_at Cluster Incl. AA203246:2x54h03.rl Homo sapiens cDNA, 5 end /clonc^IMAG 

1030_s_at U07806 /FEATUR&= /DEFINITION=HSU07806 Human camptothecin resistant 
clo 

25 1017_at U73737 /FEATURE==inRNA /DEFINITION==HUMMSH06 Human hMSH6 gene, exons 6- 
10 a 

METAGENE 302 : 



30 



35 



33583, 




36368, 


at 


344 15_ 


at 


40674_ 


_sjat 


41074. 


,at 


32681^ 


-at 


34182_ 


.at 


34273^ 


_at 


33398_ 


-at 


35745 


f at 



Cluster Incl. AA523313aji41h09.sl Homo sapiens cDNA, 3 end /clone=IM 
Cluster Incl. AF054998:Homo sapiens clone 24479 mRNA sequence /cds=UNKN 
Cluster Incl. Z22536:Homo sapiens ALK-4 mRNA, complete CDS /cds=(0,1517 
Cluster Incl. S82986:HOXC6==homeodomain-containing protein {clone 211} 
Cluster Incl. AF062006:Homo sapiens orphan G protein-coupled receptor H 
Cluster Incl. S68616:Na+/H+ exchanger NHE-1 isoform [human, heart, mRNA 
Cluster IncL U18932:Human heparan sulfate-N-deacetylase/N-sulfotransfe 
Cluster Incl. AI267373:aq64c09.xl Homo sapiens cDNA /clone=IMAGE-.203569 
Cluster Incl. AB014570:Homo sapiens mRNA for KIAA0670 protein, partial 
Cluster Incl. X78l36:H.8apiens hnRNP-E2 mRNA /cds=(22,ll 19) /gb=X7813 
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39128_r_at Cluster facl. X73478:H.s^ieiis hPTPA mRNA /ods=(lB9,\ 160) /^X73478 



METAGHNE303: 



5 


37131_at 


Cluster IncL 




38143_at 


Cluster IncL 




33410_at 


Cluster IncL 




METAGENE 304 : 


10 








33746jat 


Cluster Incl. 




38697_at 


Cluster Incl. 




clone 






39004_at 


Cluster Incl. 


15 


39357_at 


Cluster Incl. 




32842_at 


Cluster Incl. 




35305_at 


Cluster Incl. 




35349_at 


Cluster Incl. 




36954_Bt 


Cluster Incl. 


20 


4l790_at 


Cluster IncL 




METAGENE 305 : 




3l636__sjat 


Cluster IncL 


25 


37088_at 


Cluster IncL 




33727_r_at 


Cluster IncL 




39705_at 


Cluster IncL 




32189„g_at 


Cluster IncL 




41293_at 


Cluster IncL 


30 


41497 at 


Cluster IncL 



AI432190:tg77fll.xl Homo sapiens cDNA, 3 end /clone=IMAG 
U72514:Human C2f mRNA, complete cds /cds-(0,720) /gb=U725 
X89984:H.sapiens mRNA for BCL7A protein /cds=(953,1648) / 
X95762:H.sapiens mRNA for aminopeptidase P-like /cds=(0,l 
AF031647:Homo sapiens JAB 1 -containing signalosome subunit 
D86972:Human mRNA for iaAA0218 gene, complete cds /cds=(3 
AL03i230:dJ73M23.2 (NAD+-dependent succinic s^ialdehyde 



, U09210:Human vesicular acetylcholine transporter mRNA, 
. AF059681;Homo sapiens serine/threonine kinase 13 (STK13) 
. AB02901 l:Homo sapiens mRNA for KIAAI088 protein, partia 
. AB014600:Homo sapiens mRNA for KIAA0700 protein, partial 
, M96980:Homo sapiens myelin transcription factor 1 (MTFl 
. AI123710:ool6h01.xl Homo sapiens cDNA, 3 end /clone=IMAG 
. AI401296:tg92c03,xl Homo sapiens cDNA, 3 end/cIone=IMAG 
2046_at M21536 /FEATURE^ /DEFINITION'=HUMERG12 Human erg protein (ets-related gen 



METAGENE 306: 



35 33770_at Cluster IncL AF009225:Homo sapiexis IkB kinase alpha subunit (HCK alpha 

38262 jat Cluster IncL AF052107:Homo sapiens clone 23620 mRNA sequence /cds=UNKN 

39388_at Cluster IncL AA902713:ok7Ifll.sl Homo sapiens cDNA, 3 end /clone=IMAG 

650_s_at L07044 /FEATURE== /DEFINITION=HUMCCDPKB Homo sapiens 

calcium/calmodulin- 
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METAGENE 307 : 





31410^ 


at 


Cluster Incl. AF023614:Homo sapiens transmembrane activator and CAML in 


5 


31559^ 


at 


Cluster IncL U26209;Human renal sodium/dicaiboxylate cotransporter (NA 




31594^ 


at 


Cluster Incl. Y16788:Homo sapiens hHa3-I gene, complete CDS /cds=(0,121 




31947^ 


rjat 


Cluster Inch X74143:H.sapiens HBF-2 mRNA for transcription factor /c 




32000 g at 


Cluster IqcL AI344681:qp09Ii03.xl Homo sapiens cDNA, 3 end /clon^IM 




33016^ 


at 


Cluster Incl. AI052224:o221a02.xl Homo sapiens cDNA, 3 end /clon^IMAG 


10 


34066^ 


at 


Cluster Incl. AJ012590:Homo sapiens mRNA for glucose 1-dehydrogenase fc 




34093, 




Cluster IncL AI829701:wfi)9dl l.xl Homo sapiens cDNA, 3 end /clone^IMAG 




34161. 


at 


Cluster Incl. U39573:Human salivary peroxidase mRNA, complete cds /cds=' 




34166. 


at 


Cluster IncL S80071:hPROT=brain-specific L-proline transporter [human. 




34558^ 


at 


Cluster IncL U30185:Human orphan opioid receptor mRNA, complete cds /c 


15 


34568^ 


at 


Cluster IncL X82634:Homo sapiens mRNA for hair keratin acidic 3-II /cd 




34573^ 


at 


Cluster IncL U14187 -.Human receptor tyrosine kinase ligand LERK-3 (EPLG 




35124^ 


_at 


Cluster IncL M62982:Human arachidonate 12-lipoxygenase mRNA, complete 




35503. 


at 


Cluster IncL M81590;Homo s£^iens serotonin ID receptor (S-HTID-) mRNA, 




35505. 


at 


Cluster IncL AI290660:qmI2bl0.xl Homo sapiens cDNA, 3 end /clone^IMAG 


20 


35590^ 


-S_at 


Cluster IncL X81S32:H.5apiens mRNA for glucose-dependant insulinotro 




36338. 


.at 


Cluster IhcL W28504:48e7 Homo sapiens cDNA /gb=W28504 /gi=1308515 /ug= 




32269. 


_at 


Cluster IncL W26805:13al2 Homo sapiens cDNA /gb-W26805 /gi=1305889 /ug 




32897^ 


-at 


Cluster LicL AJ237672:Homo sapiens mRNA for methylenetetrahydrofolate 




33967_ 


_at 


Cluster IncL M31525:HumanMHC class II lymphocyte antigen (HLA-DNA) ge 


25 


35378_ 


_at 


Cluster IncL AI051683:oy77h08.xl Homo sapiens cDNA, 3 end /clone=IMAG 




36307^ 


.at 


Cluster IncL D87468:Human mRNA for KIAA0278 gene, partial cds /cdsKO, 




36737. 


_at 


Cluster IncL U59057:Human beta-A4 crystallin (CRYBA4) mRNA, complete c 




38229_ 


_at 


Cluster IncL X90579:H.si^iens DNA for cyp related pseudogene /cds=UNKN 




38530. 


_at 


Cluster IncL W26021:18cl0 Homo sapiens cDNA /gb=W26021 /gi-1306306 /ug 


30 


38901. 


_at 


Cluster Incl. AB020698:Homo sapiens mRNA for KIAA0891 protein, partial 




39225. 


-at 


Cluster IncL Y09443:H.sapiens mRNA for aOsyl-dihydroxyaceton^hosphate 




39290. 


.Cat 


Cluster IncL W28257:44cl Homo sapiens cDNA /gb-W28257 /gi=1308205 /u 




40295 


_at 


Cluster IncL AB009288:Homo sapiens mRNA forN-copine, complete cds /cd 




41445 


_at 


Cluster IncL X028 12:Human mRNA for transforming growth factor-beta (TG 


35 


31861. 


_at 


Cluster IncL L14754:Human DNA-binding protein (SMBP2) mRNA, complete c 




32699 


_s_at 


Cluster IncL X641 16:H.sapiens PVR gene for poKovirus receptor (exon 




35150 


-at 


Cluster IncL X60592:Human CDw40 mRNA for nerve growth factor receptor- 




35996 


_at 


Cluster IncL X98261:H.sapiens mRNA for M-phase phosphoprotein, mpp5 /c 




37195 


_at 


Cluster IncL M14565:Himian cholesterol side-chain cleavage enzyme P450s 
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37939_at Cluster Incl. AL022318:bK150C2.3 (PUTATIVE novel protein similar to APO 

38707_r_at Cluster IncL S75 174:E2F.4=transcription fector [human, Nalm6 and HeL 

39011_at Cluster IncL X99906:Homo sapiens mKNA for alpha endosulfine /cds==(125, 

39689_at Clust^ lacl. AI362017:qy39al0.xl Homo sapiens cDNA, 3 /clone==IMAG 

5 411 25_r__at Cluster IncL D4542 1 :Human mRNA for phosphodiesterase I alpha, comple 

33416_at Cluster IncL AI332820:qp96e06.xl Homo sapiens cDNA, 3 end /clone=IMAG 

34803_at Cluster IncL AF022789:Homo sapiens ubiquitin hydrolyzing enzyme I (UBH 

35782_at Cluster IncL AB014557:Homo sapiens mRNA for KIAA0657 protein, partial 

38088_r__at Cluster IncL M80563 :Human CAPL protein mRNA, complete cds /cds=(135, 

10 38447_at Cluster IncL U08438:Human beta-adrenergic receptor kinase (ADRBKl) 

39473_r_at Cluster IncL W29065:56g2 Homo salens cDNA /gb-W29065 /gi==1309094 Ai 

39868_at Cluster IncL AL046394:DKFZp434M217jrl Homo sapiens cDNA, 5 end /clone 

39917_at Cluster IncL AI961040:wq58f01.xl Homo sapiens cDNA, 3 end /clon6=IMAG 

40241_at Cliister IncL U09850:Human zinc finger protein (ZNF143) mRNA, complete 

15 40622_r_at Cluster IncL AL096740:Homo sapiens mRNA; cDNA DKFZp586K2123 (from cl 

40886_at Cluster IncL L41498:Homo sapiens longation factor 1-alpha 1 (PTI-1) mR 

40975_s_at Cluster IncL AL050258:Novel human mRNA similar to mouse tuftelin-int 

41301_at Cluster IncL W28608:49bl Homo sapiens cDNA /gh=-W2860S /gb^UOSSSe /ug= 

4 1 324 g at Cluster IncL U909 1 7:Human clone 2364 1 mKNA sequence /cds=UNKNOWN /gb 

20 4 1340jat Cluster IhcL AA827795:od08a05.sl Homo sapiens cDNA, 3 end /clone=IMAG 

41 500_at Cluster IncL AI7618 18:wi62g02.xl Homo sapiens cDNA, 3 end /clone=IMAG 

41525_at Cluster IncL N25429:yx76b02.sl Homo sapiens cDNA, 3 end /cloneF=IMAGE- 

32557_at Cluster IncL AI762438:wg57a07.xl Homo sapiens cDNA, 3 end /clone=IMAG 

33 1 10_at Cluster IncL AI356682:qy22al0.xl Homo sapiens cDNA, 3 end /clone=IMAG 

25 33151_s_at Cluster IncL W25932:15bl Homo sapiens cDNA /gb-W25932 /gi-1306055 /u 

33211_at Cluster IncL AW051889:wz04iD5.xl Homo sapiens cDNA, 3 end /clone=IMAG 

2005_s_at U31317 /FEATURE- /DEFINITION-HSU31317 Human JAK family tyrosine 
protei 

2013^at U35117 /FEATURE- /DEITOltlON-HSUSS 117 Hun^ transcription factor Dp-2 mR 
30 I925„at Z36714 /FEATURE=mRNA /DEFINmON=HSCYCLF H.sapiens mRNA for cyclin F 

1 894_f^at Neurofibromatosis 2 lYmior Suppressor 

1827_s_at M13929 /FEATURE=mKNA /DEFINIT[ON-=HUMMYCPOA Human c-myc-.P64 
mRNA,initi 

1792_g__at M6S520 /FEATURE== /DEFINITION=HUMCDC2A Human cdc2.related protein 
35 kinas 

1627_at Tyrosine Kinase 

I483_at L34059 /FEATURE^ /DEFINITION-HUMCA4A Homo sapiens cadherin-4 mRNA, compl 
I469_at U12779 /FEATURE^ /DEFINinON=^HSU12779 Human MAP kinase activated protein 
1415_at D26561 /FEATURE=cds#3 /DEFINmON=D26561 Homo sapiens cellular DNA conta 
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1254_at L36861 /FEATURE==expanded_cds /DEFlNITION=HUMGCAPB Homo sapiens guanylate ' 
1 1 67_s_at D8633 1 /FEATURE* /DEFINrnON=D8633 1 Human MT2-MMP gene for matrix 
meta 

1008_f_at U50648 /FEATURE-mRNA /DHFINraON^'HSIIPKRl? Human interferon- 

5 inducible 

882_at M37435 /FEATURE= /DEFINIITON^HUMCSDFl Human macrophage-specific colony-st 
734_at Mucin 4, Tracheobronchial 

534_s_at U20391 /FEATURE-mKNA#l /DEFn«TION=HSU26391 Human folate rec^tor 

(FOLR 

10 385_at X71874 /FEATURE=cds#2 /t)EFINlTION=HSPROSCHY H.sapien5 genes for proteasom 
396JLatX97671 /FEATURE-cds /DEFINmON=HSERYTHRH.sapiens mRNA for erytfaropoie 



METAGENE 308 : 

15 351 12__at Cluster Incl. AF07 1476:Homo sapiens regulator of G-protein signaling 9L 

35627_at Cluster Incl. U40571:Human alphal-syntrophin (SNT Al) mRNA, complete cd 

1788_s_at U48807 /FEATURE- /DEFIN1TION=HSU48807 Human MAP kinase 
phosphatase (MK 

20 METAGENE 309: 



25 



30 



35 



32091_at 

32144_at 

clone 

33234_at 

34189_at 

34264_at 

34746_at 

35159„at 

35244„at 

35677_at 

3655l_at 

39053_at 

39392_at 

39445_at 

39735__at 

39800_s_at 

40099_at 

40425 at 



Cluster incl. AB007915:Homo 
Cluster IncL AL050135:Homo 



mRNA for KIAA0446 protein, complete 
mRNA; cDNA DKFZp586K091 (fiom 



Cluster IncL AA887480:oj54al2.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. D31891:Human mRNA for KIAA0067 gene, complete cds /cds=(8 
Cluster Incl. AB026894:Homo sapiens mRNA for NBSCA, complete cds /cds=( 
auster Incl. W28085:41g9 Homo sapiens cDNA /gb-W28085 /gi=1308033 /ug- 
Cluster Incl. U61232:Human tubuUn-folding co&ctor E mRNA> complete cd 
Cluster Incl. AB007929:HQmo sapiens mRNA for KIAA0460 protein, partial 
Cluster Incl. AL035369:H.sapien$ novel gene from PAC 1 17P20, chromosome 
Cluster Incl. X73424:Homo sapi^ gene &r propionyl-CoA carboxylase a 
Cluster IhcL AF016370:Homo sapiens U4/U6 small nuclear ribonucieoprote 
Cluster Incl. AJ002190:Homo sapiens cDNA for dihydroxyacetone phosphate 
Cluster Incl. AF038661:Homo sapiens chromosome Iq21-lq23 beta-l,4-galac 
Cluster IncL AF069987:Homo sapiens nitrilase 1 (NITl) mRN^A, complete c 
Cluster Incl. U68566:Human HSl binding protein HAX-1 mRNA, nuclear ge 
Cluster Incl. AB014551:Homo sapiens mRNA forKIAA0651 protein, complete 
Cluster IncL M57730:Human B61 mRNA, complete cds /cds=(73,690) /gb=M57 
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10 



40774^ 


.at 


Cluster Incl. 


32262^ 


.at 


Cluster Incl. 


33873^ 


-at 


Cluster Incl. 


33885^ 


.at 


Cluster Incl. 


33909^ 


.at 


Cluster Incl. 


35779_ 


_at 


Cluster Incl. 


38779^ 


JLat 


Cluster Incl. 


39126. 


.at 


Cluster Incl. 


don 






39149^ 


_at 


Cluster Incl. 


40946, 


jat 


Cluster Incl. 


41329, 


.at 


Cluster Incl. 


32546 


at 


Cluster Incl. 



X74801:H.sapiens Cctg mRNA for ch^eronin /cds=(0,1634) / 
AL049669:Human gene from PAC 612B18, chromosome 1 /cds==(2 
D43642:Htmian YL-l mRNA for YL-1 protein (nuclear protein 
AB020714:Homo sapiens mRNA for KIAA0907 protein, complete 
L35013;Human spHceosomal protein (SAP 49) gene, complete 
AJl 3342 1 ;Homo sapiens mRNA for leucocyte vacuolar pTOtQm 
Dl 643 1 :Human mRNA for hepatoma-derived growth factor, c 
AL080101:Homo'sapiens mRNA; cDNA DKFZp564L0472 (fiom 



15 METAGENE310: 



20 



25 



31996^ 


-at 


Cluster IncL 


35109. 


.at 


Cluster Incl. 


35545. 


,at 


Clust^Incl. 


33520. 


.at 


Cluster Incl. 


36261. 


_at' 


Clustered. 


39648_ 


_at 


Clust^Incl. 


39934_ 


_at 


Cluster IncL 


39991^ 


^at 


Cluster Incl. 


39995_ 


_s_at 


Cluster Incl. 


34198^ 


^at 


Cluster Incl. 


37930. 


-.at 


Cluster Incl. 



AI798834:we93c04.xl Homo sapiens cDNA, 3 end /clone=IMAG 
AB018299:Homo sapiens mRNA for KIAA0756 protein, partial 
AB018282:Homo sapiens mRNA forKIAA0739 protein, partial 
M13232:Human factor VII serine protease precursor mRNA, c 
AC003003:Human Chromosome 16 BAC clone CIT987SK-254P9 /cd 
AB015594:Homo sapiens mRNA for Pexl Ip, complete cds /cds^ 
AB02306I:Homo sapiens mRNA for small GTP-binding protein 
L20815:Human S protein mRNA, complete cds /cds=(62,1522) 
U13395:Human oxidoreductase (HHCMA56) mRNA, complete cd 
U12128:Human protein tyrosine phosphatase IE (PTPIE) mRNA 
Ul 1700:Human copper transporting ATPase mRNA, complete cd 



30 



35 



METAGENE311 : 

35454_at Cluster Incl. AB007919:Homo sapiens mRNA for KIAA045O protein, complete 

32728_at Cluster Incl. X81438:H.sapiens mRNA for amphiphysin /cds"(74,21 61) /gb= 

32565_at Cluster Iticl. U6661 9:Human SWl/SNF complex 60 KDa subunit (BAF60c) mRNA 

456_^at U66619/FEATIBIE^/DEFIMTI0N-HSU66619 Human SW 
subuni 



METAGENE312 



33468_at Cluster IncL Z26317:H.sapiens mRNA for desmoglein 2 /cds=(l 1,3364) /gb 
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41062_at 
34709_r.at 
38656_s_at 
39724_s_at 
5 41234__at 
32830 __g3t 
3434l3t 
36111_s_at 
36189_at 

10 37674_at 
37757„at 
3803 l_at 
40587_s_at 
40964_at 

15 41275_at 
41530__at 
2012_s_at 
prote 
1928_s_at 

20 protein 



Cluster IhcL AA037278:zc52c04.rl Homo sapiens cDNA, 5 end /done^IMAO 
Cluster Incl. Z7S33 1 :H.sapiens mRNA for nuclear protein SA-2 /cds=^64 
Cluster Incl. W27939:39g3 Homo sapiens cDNA /gb=W27939 /gi=1307887 /u 
Cluster Incl. U58087:Hmnan Hs-cul-1 mRNA, complete cds /cds=(124,2382 
Cluster Incl. AI540318:tq34fD3.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. X97544;H.sapiens mRNA for TIM17 preprotein translocase 
Cluster Incl. U00238:Homo sapiens glutamine PRPP amidotransferase (GPAT 
Cluster Incl, X75755:H,sapiens PR264 gene /cds=(98,763) /gb=X75755 /g 
Cluster Ihcl. U10323:Himian nuclear &ctorNF45 niRNA, complete cds /cds- 
Cluster Incl. Y00451 :Hiiman mRNA for S-aminolevulinate synOiase /cds=«(83 
Cluster Incl. L23959:Homo sapiens £2F-related transcription &ctor (DP- 
Cluster Incl. D21853:Human mKNA for KIAAOl 1 1 gene, complete cds /cds=(2 
Cluster Incl. AF054186:Homo sapiens pl8 protein mRNA, complete cds /c 
Cluster Incl. Z46376:H.sapiens HK2 mKNA for hexokinase II /cds=(1490,42 
Cluster Incl. U31556:Himian transcription factor E2F~5 mRNA, complete cd 
Cluster Incl. D16294:Human mRNA for mitochondrial 3-oxoacyl-CoA thioleis 
U34994 /FEATURE= /DEFINITION-HSU34994 Homo sapiens DNA dependent 

U78733 /FEATURE==mRNA#l /DEFINITION-HSSMAD2S8 Homo sapiens mad 

M96995 /FEATURE=/DEFINITION=HlJMEGFGRBA Homo sapiens epidermal 



I565_s_at 
growth 

1505„at D00596 /FEATURE^hkIs /DEFINmON=HUMTSl Homo sapiens gene for thymidylate 
1031_at U09564 /FEATURE== /DEFINITION=HSU09564 Human serine kinase mRNA, complete 
25 1011_s_at U54778 /FEATURE^ /DEFINITION=HSU54778 Human 14-3-3 epsilon mRNA, 
compl 

968XatX98296 /FEATURE=cds /DEFINITION=HSUBIQHYD H.sapiens mRNA for ubiquitin 
673_at J0403 1 /FEATURE= /DEFINITION=HUMMDMCSF Hnman methylenetetrahydrofolate de 
633^s__at L40386 /FEATURE=mRNA /DEFINITION-HUMDP2M Human DP.2 mRNA, 

30 complete cds 

452_at U6661 5 /FEATWlE«/DEFINrnON==HSU66615 Human SWSNF complex 155 KDa 
subun 

276_at L08069 /FEATURE^ /DEFIMTION==HUMDNAJHOM Human heat shock protein, E. coK 



35 METAGENE313: 

36809_at Cluster Incl. L01664:Human eosinophil Charcot-Leyden crystal (CLC) prot 

37884_f_at Cluster Incl. AI375033:ta66el0.xl Homo sapiens cDNA, 3 end /clone=IM 
40419_at Cluster Incl. X851 16:H.sapiens epb72 gene exon 1 /cds=-(6 1,927) /gb==X851 
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37754_at 



Cluster Inci. L13210:Human Mac*2 binding protein niRNA, complete cds /cd 



METAGENE314: 



5 31697_s_at Cluster Incl. J04755:Human ferritin H processed pseudogene, complete 

34544_at Cluster Incl. X78925:H.sapiens HZF2 mRNA for zinc finger protein /cds=( 

38220_at Cluster Incl. U20938:Human lymphocyte dihydropyrimidine dehydrogenase m 

41474_^at Cluster Incl. Y083 19:H,sapiens mKNA for kinesin-2 /cds=<18,2057) /gb=YO 

4I635_at ' Cluster Incl. D14661:Hmnan mRNA for KIAA0105 gene, complete cds /cds^l 

10 41855_at Cluster Incl. AF030424:Homo sapiens histone acetyltransferase 1 mRNA, c 

3 1850jat Cluster IncL M90656:Human gamma-glutamylcysteine synthetase (GCS) mRNA 

3 1 853 jat Cluster IncL AF080227:Homo sapiens embryonic ectoderm development prot 

32060_at Cluster Incl. U15 173:Homo salens BCL2/adenovims ElB 19kD-interacting 

32067 jat Cluster Incl. S6827 1 :CREM=cyclic AMP-responsive element modulator [huma 

15 3262 l_at Cluster Incl. M97388:Human TATA binding protein-associated phosphoptote 

33253_at Cluster Incl. D50919:Human mKNA for KIAA0129 gene, complete cds /cds=(l 

33305_at Cluster Incl. M93056:Human mononcyte/neutrophil elastase inhibitor mRNA 

34749 at Cluster Incl. U83461 :Human putative copper uptake protein GhiCTR2) mRNA, 

37910_at Cluster Incl. U521 12:host cell factor 1 /cdsK344,645 1) /gb-U521 12 /gi= 

20 38999_s_at Cluster IhcL M86707:Homo sapi^s myristoyl CoA-protein N-myristoyltr 

40852_at Cli^ter Incl. AB025254;Homo sapiens mRNA for tudor repeat associator wi 

32232_at Cluster Incl. AF047181:Homo sapiens NADH-ubiquinone oxidoreductase subu 

34857_at Cluster Incl. Z24724:H.sapiens poIyA site DNA /cds-UNKNOWN /gb=Z24724 / 

35777_at Cluster IncL AB000468:Homo sapiens mRNA for zinc finger protein, compl 

25 36672_at Cluster Incl. L13977:Human prolylcarboxypeptidase mRNA, complete cds /c 

3697 l_at Cluster Incl. D87446:Human mRNA for KIAA0257 gene, partial cds /cds=(0, 

37025jcit Cluster Incl. AL1208 1 5:DKFZp762F172 jrl Homo sapiens cDNA, 5 end /done 

37742_at Cluster Incl. M34423:Human beta-galactosidase (GLBl) mRNA, complete cds 

3848l„at Cluster IncL M63488:Human replication protein A 70kDa subunit mRNA com 

30 38745_at Cluster IncL X76488:H.sapiens mRNA for lysosomal acid lipase /cds«(145 

40258_at Cluster IncL M55265:Human casein kinase H alpha subunit mRNA, complet 

4093 l_at Cluster IncL AL080084:Homo sapiens mRNA; cDNA DKFZp564G2362 (from 
clon 

4 1 295_at Cluster IncL AL04 1 780:DKFZp434A04 1 8_s 1 Homo sapiens cDNA, 3 end /clon 

35 1868 g at AF005775 /FEATURE= /DEFINITION=AF005775 Homo sapiens caspase-like 
apop 

1 715_at U375 1 8 /FEATURE- /DEFINITION«=HSU375 18 Human TNF-related apoptosis induci 
1557 at U24152 /FEATURE== /DEFINITION-HSU24152 Human p21-activated protein kinase 
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1558_g_at U24i52 /FEATURE- /DEFrNrnON=HSU24152 Human p21-activated protein 
kina 

1378_g_at M58603 /FEATURE* /DEFIMnON=HUMNFKB Human nuclear factor kappa-B 

DNA 

5 831_at U28042 /FEATURE- /DEFmTION-HSU28042 Human DEAD box RNAhelicase-Hke^^ 
METAGENESIS: 



10 



15 



20 



25 



30 



35 



31477_at 

36374_at 

/gb-U 

38960_at 

39669_at 

41660_at 

3l805_at 

32108_at 

35164 jat 

35676__at 

36454_at 

36495_at 

39755_at 

39756 g at 

40148_at 

40422_at 

40511_at 

3225 l_at 

34775__at 

34784_at 

clon 

34859_at 
34860 g at 

35275__at 
clone 
35766_at 
35770_at 
37008 jr_at 
40902 at 



Cluster Incl. L08044:Human intestinal trefoil &ctor mRNA, complete cds 
Cluster Incl. U79293:Human clone 23948 mRNA sequence /cds=UNKNOWN 

Cluster Incl. U45975:Human phosphatidylinositol (4,5)bisphosphate 5-plio 
Cluster Incl. AJ009985:Homo sapiens mRNA for annexin 31 /cds==(436,1452) 
Cluster Incl. AL03 1588:dJl 163J1.1 (ortholog of mouse transmembrane rece 
Cluster Incl. M64347:Hmnan novel growth factor receptor mRNA, 3 cds /cd 
Cluster Incl. M76231:Human sepiapterin reductase mRNA, complete cds /cd 
Cluster IncL AF084481:Homo sapiens transmembrane protein (WFSl) mRNA, 
Cluster Incl. AF006386:Homo sapiens axonemal dynein light chain (hp28) 
Cluster Incl. AF037335:Homo sapiens carbonic anhydrase precursor (CA 12 
Cluster Incl. U21931 :Human fructose-1^6-biphosphatase (FBPl) gene /cds= 
Cluster Incl. Z93930:Human DNA sequence from clone 292E10 on chromosome 
Cluster Incl. Z93930:Human DNA sequence from clone 292E10 on chromoso 
Cluster IncL U62325:Human FE65-«like protein (hFE65L) mRNA, partial cds 
Cluster IncL X16302:Human mRNA for insulin-like growth factor binding 
Cluster Incl. X58072:Human hGATA3 mRNA for trans-acting T-cell specific 
Cluster Incl. AA149307:2l25h05.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AF065388:Homo sapiens tetraspanNET-l mRNA, complete cds 
Cluster IncL AlJ049365:Homo sapiens mRNA; cDNA DKFZp586A0618 (from 

Cluster IncL Z98046:dJ14O9.2 (Melanoma-Associated Antigen MAGE LIKE) / 
Cluster IncL Z98046:dJ14O9.2 (Melanoma-Associated Antigen MAGE LIKE) 
Cluster IncL AL050025:Homo sapiens mRNA; cDNA DKFZp564D066 (from 



Cluster IncL M26326:Human keratin 18 mRNA, complete cds /cds=(5 1,1343) 
Cluster IncL D16469:Human mRNA for ORF, Xq terminal portion /cds=(1353 
Cluster IncL M68516:Human protein C inhibitor gene, complete cds /cd 
Cluster IncL AL050082:Homo sapiens mRNA; cDNA DKFZp566J2446 (from clon 
1822_at Oncogene RetTtc2, Fusion Activated 
1823_g_at Oncogene Ret/Ptc2, Fusion Activated 
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I745_at Oncogene Ret/Ptc»Ftision Activated 

1741_s_at S37730 /FEATURE=cds /DEFINmON-S37712S4 insuKn-like growtii factor bi 

520_at U07358 /FEATURE^ /DEFIN1TION=HSU07358 Human protein kinase (zpk) mKNA, co 



5 METAGENE316: 



36289_f_^at Cluster Incl. U27333:Human alpha (1,3) fiicosyltransferase (FUT6) mKNA • 
33332 j3t Cluster Incl. Z93241:dJ222EI3.1a.l (C-teiminal part of novel protein dJ 

34674_at Cluster Incl. X58079:Human mRNA for SlOO alpha protein /cds=(l 13397) / 

10 

METAGENE317: 



368 12_at Cluster Incl. U92715;Homo sapiens breast cancer antiestrogen resistance 

37986_at Cluster Incl. M60459:Hiiman erythropoietin receptor mRNA, complete cds / 

15 40064_at Cluster Incl. ABOl 1121 :Homo sapiens mRNA for KIAA0549 protein, partial 

32798__at Cluster Incl. AF043105:Homo sapiens glutathione S-transferase mu 3 (GST 
1 120_at J05459 /FEATURE===mRNA /DEFINITION=HUMGSTM3 A Human glutathione transferase 

1 121_gLat J05459 /FEATURE«mRNA /DEFINmON=HUMGSTM3A Human glutathione 
transfera 



20 



METAGBNE318; 



25 



30 



40798_s__at 

33385_g_at 

33411__g_at 

41244_f3t 

1920_s_at 

Gl 

1321 s at 



Cluster Incl, Z48579:H.sapiens mRNA for disintegrin-metalloprotease ( 
Cluster Incl. U3 1346:Human calpastatin mRNA, partial cds, long 3UTR / 
Cluster Incl. S66213:integrin alpha 6B [human, mRNA Partial, 528 nt] 
Cluster Incl. X80910:H.sapiens PFPICB mRNA /cds=(258,1241) /gb-X80910 
X77794 /FEATURE-cds /DEFINITION=HSCYCGl H.sapiens mRNA for cyclin 

U43916 /FEATURE^ /DEFINITION=HSU43916 Human tumor-associated 



membrane ^ 
696jat Homeotic Protein Hox5.4 

340_at AJ001047 /FEATURE==cds /DEFINITION^HSMATRILS Homo sapiens mRNA for matrUi 



METAGENE319: 

35 

36000_at Cluster Incl. X98054 :H.sapiens mRNA for G13 protein /cds=(33,2144) /gb= 

36822_at Cluster Incl. U51334:Human putative RNA binding protein (RBP56) mRNA, c 

38295_at Cluster Incl. X59842:Human PBX2 mRNA /cds-UNKNOWN /gb=X59842 

/gi=35312 
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40137_at Cluster Incl. M3 1724:Hiiman phospho^syl-proteia phosphatase (PTP-IB) 

34836^at Cluster Incl. Ul 8420:Humaii ras-related small GTP biading protein Rab5 ( 

METAGENE 320 ; 



10 



15 



20 



33576_at 
37832_at 
40035_at 
31843_at 
36074_at 
/gb-Ul 
39701_at 
41749_at 
34812_at 
36596_r_at 
37698_at 
38768_at 
38816 at 



Cluster Inch AB020725:Homo sapiens mRNA forKIAA0918 piotein, partial 
Cluster Incl. AL080062;Homo sapiens mRNA; cDNA DKFZp564I122 (from clone 
Cluster Incl. AB012917:Homo sapiens niRNA for serine protease (TLSP), co 
Cluster Inch AB020639:HQmo sapiens mRNA for KIAA0832 protein, complete 
Cluster Incl. U12897:Homo ssq?iens IPW mRNA sequence /cds=UNKNOWN 



Cluster Incl. AB006625:Homo sapiens mRNA for KIAA0287 gene, partial cds 
Cluster Incl. U53003:Human GT335 mRNA, complete cds /cds=(84,890) /gb=U 
Cluster Incl. W26099:22fll Homo sapiens cDNA /gb=W26099 /gi-1366645 /ug 
Cluster Incl. S68805:l/-arginine-glycine amidinotransferase [human, ki 
Cluster Incl. X97335:H.sapiens mRNA for kinase A anchor protein /cds=(l 
Cluster Incl, X96752:H.sapiens mRNA for L-3-hydroxyacyl-CoA dehydrogena 
Cluster Inch AF095791:Homo sapiens TACC2 protein (TACC2) mRNA, partial 
1637_at U09578 /FEATURE= /DEFlNrnON=HSU09578 Homo s^iens MAPKAP kinase (3pK) m 
12 1 l_s_at U84388 /FEATURE^' ia>E?INmON=HSU84388 Human death domain containing 



METAGENE 321: . 

25 3153 l_gjat Cluster Incl. U89344:H\mian acetyl-CoA carboxylase (ACC2) mRNA, comple 
33555_at Cluster Incl. AF04 1261 :Homo sapiens immunoglobulin-like transcript 7 mR 

38521_at Cluster IncL X59350:H.sapiens mRNA for B cell membrane protein CD22 /c 

40044__at Cluster Incl. U16282:Human ELL mRNA, complete cds /cds=(12,1877) /gb-Ul 

33223_at Cluster IncL ABOI 1 133:Homo sapiens mRNA for KIAA0561 protein, partial 

30 38063__at Cluster IncL U00952:Human clone A9A2BRB7 (CAC)n/(GTG)n repeat-containi 

41 539_at Cluster IncL U77782:Human N-methyl-D-aspartate receptor 2C subunit pre 

810_at U64105 /FEATURE^ /DEFINrnON=HSU64105 Human guanine nucleotide exchange f 



35 



METAGENE 322: 

36766 at Cluster Incl. X55988:Human EDN mRNA for eosinophil derived neurotoxin / 

35188_at Cluster IncL AB018336:Homo sapiens mRNA for KIAA0793 protein, complete 

40447jat Cluster IncL D87436:Human mRNA for KIAA0249 gene, complete cds /cds=(2 

38730_at Cluster IncL AB020671 :Homo sapiens mRNA for KIAA0864 protem, partial 
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METAGENE323: 



10 



15 



20 



25 



30 



35 



34957_at 

36781_at 

36790_at 

36791 _g_at 

39303_at 

40654_at 

3381 l„at 

36013_at 

36506_at 

36508_at 

37532_at 

38643_at 

38649__at 

39071_at 

39405_at 

40077„at 

40437_at 

clon 

40504_at 
40854_at 
32838_at 
33340_at 
3343 l_at 
33924_at 
33936_at 
34821_at 
clon 

35783_at 

37045_at 

37366_at 

clone 

37393_at 

37669_s_at 

38013_at 

clon 



Cluster Incl. Y18504:Homo sapiens X5L gene /cds=(l 12,1089) /gb=Y18504 / 
Cluster Incl. X01683:Human mRNA for alpha l-antitiypsin /cds=(38,1294) 
Cluster Incl. M19267:Hunian tropomyosin mRNA, complete cds /cds=(286,l 14 
Cluster IncL M19267:Human tropomyosin mRNA, complete cds /cds=(286,l 
Cluster IncL Y14153:Homo sapiens mRNA forbet^t'-t^ansducin repeat conta 
Cluster Jncl. U88871:Human HsPex7p CHsPEX7) mRNA, complete cds /cdsKSl 
Cluster Incl. AI761567:wg66a05.xl Homo sapiens cDNA, 3 end /cIone^IMAG 
Cluster Incl. AF006621:Homo sapiens embryonic lung protein (HUEL) mRNA, 
Cluster IncL AJ131693:Homo sapiens mRNA for AKAP450 protein /cds=(222. 
Cluster Incl. AF030186:Homo sapiens glypican-4 (GPC4) mRNA, complete cd 
Cluster IncL M91432:Human medium-chain acyl-CoA dehydrogenase (MCAD) g 
Cluster IncL W87466:zh67c05.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cluster IncL AB023187:Homo sapiens mRNA for KIAA0970 protein, complete 
Cluster IncL M14648:Human cell adhesion protein (vitronectin) receptor 
Cluster IncL D87455:Human mRNA for KIAA0266 gene, complete cds /cds=(7 
Cluster McL Zl 1559;H.sapiens mRNA for iron regulatory &ctor /cds=(10 
Clust^ Incl. AL049944:Homo sapiens mRNA; cDNA DKFZp564G2022 (from 

Cluster IncL AF001601:Homo sapiens paraoxonase (PON2) mRNA, complete c 
Cluster IncL J04973:Human cytochrome bc-1 complex core protein II mRNA 
Cluster IncL S67247:smooth muscle myosin heavy chain isoform SMemb [hu 
Cluster IncL AB007898:Homo sapiens KIAA0438 mRNA, complete cds /cds=(l 
Cluster IncL U05291 :Human fibromodulin mRNA, partial cds /cds=(0,177) 
Cluster IncL AB029014:Homo sapiens mRNA for KIAA1091 protein, partial 
Cluster IncL D86181:Homo sapiens DNA for galactocerebrosidase /cds=(14 
Cluster IncL AL050197:Homo sapiens mRNA; cDNA DKFZp586D0623 (from 

Cluster IncL H93123:yv05g07.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cluster IncL D87443:Human mRNA for KIAA0254 gene, complete cds /cds=(5 
Cluster IncL AL049969;Homo sapiens mRNA; cDNA DKFZp564A072 (from 

Cluster IncL L193l4:HumanHRY gene, complete cds /cdsK0,842) /gb=L193 
Cluster IncL U16799:Human Na,K-ATPase beta-1 subunit mRNA, complete 
Cluster IncL AL096842:Homo sapiens mRNA; cDNA DKFZp586D15I9 (fiom 
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38033_at 
clon 

38075_at 
38079_at 
clon 

3841 l_at 
/gb=U 
39809„at 
40281_at 
40961_at 
32531_at 
33126 at 



Cluster lacl. AL049934:Homo sapiens mRNA; cDNA DKFZpS64M1416 (fiom 

Cluster Incl. X68194:H.sapiens h-Spl mKNA /cds-(33,812) /gb=X68194 /gi= 
Cluster Incl. AL049367:Homo sapiei^ mRNA; cDNA DKFZp586B0918 (from 

Cluster Incl. U90916:Human clone 23815 mRNA sequence /cds^UNKNOWN 



Cluster IhcL AF019214:Homo sapiens HMG box containing protein 1 mKNA, 
Cluster Incl. D63878:Human mKNA for KIAA0158 gene, complete cds /cds^^ 
10 40961_at Cluster Incl. X72889:H,sapiens hhrm mRNA /cdsK222,4982) /gb-X72889 /gi 

Cluster IncL X52947:Human mRNA for cardiac gs^ junction protein /cds-( 
Cluster Incl. L13435:Human chromosome 3p21.1 gene sequence 
/cds=UNKNOWN 

1377_at M58603 /FEATURE= /DEFINITION-HUMNFKB Human nuclear factor kappa-B DNA bi 
15 393_s_at X90976 /FEATURE^ /DEFINIT10N=HSRNAML1 1 H.sapiens mRNA for an 

acute myel 



METAGENE324: 



35980_ 


-at 


Cluster Incl. ABOl 1 153:Homo sapiens mRNA for KIAA0581 protein, partial 


38634_ 


at 


Cluster Incl. MI 1433:Human cellular retinol-binding pxotein mRNA, compl 


39331, 


_at 


Cluster Incl. X79535:H.sapiens mRNA for beta tubulin, clone nuk_278 /cd 


33856_ 


_at 


Cluster IncL Y13374:Homo sapiens mRNA for putatively prenylated protei 


32530, 


_at 


Cluster IncL X56468:Human mRNA for 14.3.3 protein, a protein kinase re 



25 471_f_atU47634 /FEATURE^: /DEFINITION=HSU47634 Human beta-tubulin class HI isot 

429__f_atX00734 /FEATURE=cds /DEFBSHTION^HSREPIO Human beta-tubulin gene (5-beta 
296_at Tubulin, Beta 
297jg_at Tubulin, Beta 

266j5jat L33930 /FEATURE^ /DEFINITION=HUMCD24B Homo sapiens CD24 signal 

30 transduc 



METAGK^325: 

39751_at Cluster Incl. AF052182:Homo sapiens clone 24590 mRNA sequence /cds^UNKN 

35 1567_at S77812 /FEATORE= /DEFINITION=S778 12 fltF^vascular endothelial growth fact 

991 jgjat X5 1602 /FEATURE=cds /DEFINITION=HSFLT Human fit mRNA for receptor- 

relat 



METAGENE326: 
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34031_Lat Cluster Incl. U90268:HumanKritl mKNA, complete cds /cds=(254614) /g 

37869_at Cluster lucL AB029004:Homo sapiens xnRNA for KIAA1081 protein, partial 

38208_at Cluster Incl. AB021981:Homo sapiens mKNA for UDP-N-acetylglucosamine tr 

S 38224_at Cluster Incl. U71300:Human snRNA activating protein complex 50kD subuni 

41429_at Cluster Incl. M65254:Protein phosphatase 2A 65 kDa regulatory subunit-b 

41713_at Cluster Incl. U09848:Huinan zinc JQnger protein (ZNF139) mRNA, partial c 

3 1872_at Cluster Incl. X79201 ;H,sapiens mRNA for SYT /cds=(3,l 1 78) /gb=X79201 /g 

34195_at Cluster Incl. AL121073:DKFZp762B235jrl Homo sapiens cDNA, 5 end /clone 

10 39376_at Cluster Incl. AB014S30:Homo se^iens mRNA for KIAA0630 protein, partial 

40101_gjat Cluster Incl. U72206:Human guanine nucleotide regulatory &ctor (LFP4 

40495_at Cluster Incl. AA306076:EST1 77079 Homo sapiens cDNA, 5 end /clone=ATCC- 

34890_at Cluster Incl. L09235 :Human vacuolar ATPase (isoform VA68) mRNA, complet 

36632_at Cluster Incl. U00957:Human clone KDB 1 .2 (CAC)n/(GTG)n repeat-contaming 

15 36962_at Cluster Incl. U24105:Homo salens coatomer protein (COP A) mRNA, complet 

36982jat Cluster IncL U30888:Human tRNA-guanine transglycosylase mRNA, complete 

37758j5_at Cluster Incl. W28479:47d8 Homo sapiens cDNA /gb=W28479 /gi=1308427 /u 

39560_at Cluster Incl. H10776:ym07hl Lrl Homo sapiens cDNA, 5 end /clone^IMAGE- 

40545_at Cluster Incl. AB0I8566:Homo salens gene for Proline synthetase associa 

20 1668_s_at L15409 /FEATURE^ /DEFnsiITION==HUMHIPLIND Homo sapiens {clone g7) 
von Hi 



METAGENE327: 



25 


34563_ 


at 


Cluster Incl. D26361:Human mRNA for KIAA0042 gene, complete cds /cds=(4 




32324, 


at 


Cluster Incl. X57346:H.sapiens mRNA for HSl protein /cds=(372,l 1 12) /gb 




38158, 


_at 


Cluster Incl. D79987:Human mRNA for KIAA0165 gene, complete cds /cds=(l 




38933, 


-at 


Cluster Incl. AL021366:cICK0721Q.3 (Kinesin related protein) /cds=(163, 




39677^ 


-at 


Cluster Incl. D80008:Human mRNA for KIAA0186 gene, complete cds /cds=(9 


30 


40041, 


-at 


Cluster Incl. AF017790:Homo sapiens retinoblastoma-associated protein H 




40347, 


-at 


Cluster Intel. AA913812:ol39a08.sl Homo sapiens cDNA, 3 end /clone=IMAG 




40348, 


-S_at 


Cluster IncL W25866:14cl2 Homo sapiens cDNA /gb-W25866 /gi-1305989 / 




40690^ 


_at 


Cluster Incl. X54942:H.sapiens ckshs2 mRNA for Cksl proteia homologue/ 




40726, 


_at 


Cluster Incl. U37426:Human kinesin-like spindle protein HKSP (HKSP) mRN 


35 


41403^ 


-at 


Cluster lucL AI032612;owl7e07.xl Homo sapiens cDNA, 3 end /clone=IMAG 




41415^ 


-at 


Cluster Incl. L36720:Homo sapiens bystin mRNA, complete cds /cds=(64,98 




41650^ 


-at 


Cluster Incl. U63810:Homo sapiens WD40 protein Ciao 1 mRNA, complete cd 




32120^ 


-at 


Cluster Incl. AF063308:Homo salens coiled-coil related protein DEEPEST 




33252^ 


-.at 


Cluster Incl. D38073:Human mRNA for hRlf beta subunit (pl02 protein), c 
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20 



33266_at 
34715_at 
34736_at 
/gb-M2575 
35249_at 
35699_at 
35995_at 
36813_at 
36839_at 
36863_at 
37193_at 
37228_at 
37920_at 
38675_at 
40074_at 
40117_at 
40145_at 
40412_at 
40417„at 
32222__at 
32767_at 
34829_at 
3485 l^at 
353I2_at 
35839_at 
37302_at 
38116_at 
38456_s_at 
38804jat 
39109_at 
41 583 at 



Cluster IhcL AF015254:Hoino sapiens serine/ffareonine kinase (STK-l) mRN 
Cluster Incl. U74612:Human hepatoc}^ nuclear factor-3/forkheadliomolo 
Cluster IncL M25753:Human cyclin B xnRNA, 3 end /cds=UNKNOWN 



Cluster Incl. AF091433;Homo sapiens cyclin E2 mRNA, complete cds /cds=( 
Cluster Incl. AF053306:Homo sapiens mitotic checkpoint kinase Mad3L (MA 
Cluster Incl. AF067656:Homo sapiens ZWIO interactor Zw'mt mRNA, complet 
Cluster Incl. U96131:Homo ss^iens HPV16 £1 protein binding protein mSNA 
Cluster Incl. U77949:Human Cdc6-relat6d protein (HsCDC6) mRNA, complete 
10 36863_at Cluster Incl. AF032862:Homo s^iens intracellular hyaluronic acid bindi 

Cluster Incl. D78335:Human mRNA for 5-tenninal region of UMK, complete 
Cluster IhcL y01038:Human pLK mRNA, complete cds /cds«(63,1874) /gb=UO 
Cluster Incl. U70370:Human hindlimb expressed homeobox protein backfoot 
Cluster IncL AI087268:o277eDLxl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL XI 6396:Human mRNA for NAD-dependent methylene tetrahydrof 
Cluster IncL D84557:Homo sapiens mRNA for HsMcm6, complete cds /cds=(6 
Cluster IncL AI375913:tcl4c08.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AA203476:zx55e01.rl Homo sapiens cDNA, 5 end/clone^IMAG 
Cluster IncL D43950:Human jnRNA for KIAA0098 gene, parti^ cds /cds==(0. 
Cluster Incl. AA152202:zl06a03.sl Homo sapiens cDNA, 3 end/clone^^IMAG 
Cluster IncL M74558:Human SIL mRNA, complete cds /cds=(380,4243) /gh^M 
Cluster IncL U59151:Human Cbf5p homolog (CBF5) mRNA, complete cds /cds 
Cluster IncL AFOl 1468:Homo sapiens serine/threonine kinase (BTAK) mRNA 
Cluster IncL D21063:Human mRNA for KIAA0030 gene, partial cds /cds=(0, 
25 35839_at Cluster IncL D78130:Homo sapiens mRNA for squalene epoxidase, complete 

Cluster IncL U30872:Human mitosin mRNA, complete cds /cds=(72,9413) /g 
Cluster IncL D14657:Human mRNA for KIAAOlOl gene, complete cds /cds=(6 
Cluster IncL AL049650:dJ734P 14.2.2 (snRNP (small nuclear ribonucleop 
Cluster IncL AF053641:Homo sapiens brain cellular apoptosis susceptibi 
30 39109 at Cluster IncL AB024704:Homo sapiens mRNA for fls353, complete cds /cds» 

Cluster IncL AC004770:Homo sapiens chromosome 1 1, BAG CIT-HSP-3 1 le8 (B 
1943_at X51688/FEATURE«mRNA/DEFIMTION=^^ 

1945_at M25753 /FEATURE=mRNA /DEFINlTION=HUMCYCB Human cyclin B mRNA, 3 end 
1809_at AB003698 /FEATURE= /DEFINIT1ON-AB003698 Homo sapiens mRNA for Cdc7-relat 
35 1651_at U73379 /FEATURE= /DEFINmONr«=HSU73379 Human cyclin-selective ubiquitin c 

I599_at L25876 /FEATURE^ /DEFINITION=HUMPTPB Homo sapiens protein tyrosine phosp 
1544_at U39817 /FEATURE^ /DEFINITION«HSU39817 Human Bloom s syndrome protein (BL 
1536_at U77949 /FEATURE^ /DEFINlTION==HSU77949 Human Cdc6-related protein (HsCDC6 
1516_g_at Rad2 
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M87339 /FEATURE«= /DEFiraTIONHaUMACTl A Human r^lication fiictor C, 
L47276 /FEATURE-I3TR#1 /DEFINmON-HUMTOPATR Homo sapiens (cell 



1055^_at 
37-k 
904_s_at 
lineHL- 

572_at M86699 /FEATURE^ /DEFIMTION-HUMTTK Human kinase (TTK) mKNA, complete 
cds 

527_at U14518 /FEATURE= /DEFINITION-HSU14518 Human centromere protein- A (CENP-A) 
419_at X65550 /EEATURE=exon#15 /DEFINnTON^HSMKI67 H-sapiens niki67a mRNA (long t 
349jg_at D14678 /FEATURE==^ /DEFINmON^HUMMHCB Human mRNA for fcinesm- 

relatedpro 

149_at U90426 /FEATURE= /DEFIN1TION=HSU90426 Human nuclear RNA helicase, complet 
15 1 j5_at V00599 /FEATURE==inKNA /DEFINinON-HSTUB2 Human mRNA fragment 

encoding be 



15 METAGENE 328 ; 



Cluster IncL U60337:Homo sapiens beta-mannbsidase mRNA, complete cds / 
Cluster IncL Z47553:H.sapiens mRNA for flavin-containing monooxygenase 
Cluster Ihcl. AF002672:Homo sapiens breast cancer sui^xessor candidate 
20 39597__at Cluster Ihcl. AB020650:Homo sapiens mRNA for KIAA0843 protein, complete 

Cluster IncL W02490;za48b02,rl Homo sapiens cDNA, 5 end /clone^'IMAGE- 
Cluster Incl. AB014S39:Homo sapiens mRNA for KIAAQ639 protein, partial 
Cluster IncL D37931:Human mRNA for RNase 4, complete cds /cds==(27,470) 
Cluster IncL AB002349:Human mRNA for K1AA035 1 gene, complete cds /cds= 
25 33749 at Cluster IncL AB007455:Homo sapiens mRNA for P53TG1-A/ complete cds /cd 

Cluster IncL AF040704:Homo sapiens putative tumor suppressor protein ( 
Cluster IncL X59766:H.sapiens mRNA for Zn-alpha2-glycoprotein /cds=(10 
Cluster IncL AF029893:Homo sapiens i-beta^l,3-N-acetylgIucosaminyltran 
1 103_at M11567 /FEATURE=mRNA /DEFINTnON^HUMAGG Human angiogenin gene, 
30 complete 



37472_ 


at 


37874^ 


at 


38151^ 


at 


39597. 


.at 


40038. 


.at 


32079^ 


.at 


32664^ 


_at 


32685. 


_at 


33749^ 


.at 


39752^ 


_at 


35834 


_at 


33140 


at 



METAGENE 329: 



34644_at Cluster IncL AB021288:Homo sapiens mRNA for beta 2-microglobulin, comp 

35 35017_fjat Cluster IncL M80469:Human MHC class I HLA-J gene, exons 1-8 and comp 

36804_at Cluster IncL M34455:Human interferon-ganuna-inducible indoleamine 23-d 

3742 l_fat Cluster IncL AL022723 :dJ377H 14.9 (major histocompaiibiUty complex, 

37454_at Cluster IncL AJ001634:Homo sapiens mRNA for CC-chemokine MCP-4 /cds=(4 

38160jat Cluster IncL AFOl 1333:Homo sapiens DEC-205 mRNA, complete cds /cds=(53 
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38241_at Cluster IncL U90548:Human butyxophilin (BTF3) mKNA, complete cds /cds= 

39959_at Cluster Incl. AL031983:dJ271M21,6 (Dhibiquitin) /cds=(18,515) /gb=AL031 

40008_at Cluster Incl. U46573 :Human eotaxm precursor mRNA, complete cds /cds=(5 

40369_f_at Cluster Incl. AL022723:dJ377H14.l (major histocompatibility complex, 

40370_f_at Cluster Incl M90683:Humaii lymphocyte antigen (HLA-Gl) mRNA, complete 

32700_at Cluster Incl. M55543:Human guanylate binding protein isofonn n (GBP-2) 

41 184_s_at Cluster Inch X87344:H.sapiens DMA. DMB, HLA^Zl, IPP2, LMP2, TAPl, LM • 

37383_f^at Cluster IhcL X58S36:Human mRNA for HLA class I locus C heavy chain / 

998_s_at X59770 /FEATUREFmRNA /DEFINrnON=HSILlR2II H.sapiens II^1R2 mRNA 
forty 



METAGENE330: 

3 1673_s_at Cluster Incl. X65784:H.sapiens CAR gene /cds-{0,428) /gb=X65784 /gi==4 

IS 354 1 l_at Cluster Incl. ABOl 855 1 :Homo sapiens ATPBL mRNA for coiled-coil protein, 

35868_at Cluster Incl. M912U:Human receptor for advanced glycosylation end prod 

35961_at Cluster IncL AL049390:Homo sapiens mRNA; cDNA DKFZp586013 18 (from 
clon 

39288_at Cluster Incl. AI951798:iwx37fl Lxl Homo sapiens cDNA, 3 end /clone=IMAG 

20 39650_s_at Cluster Incl. AB007S95:Homo sapiens KIAA0435 mRNA, complete cds /cds= 

41396_at Cluster Incl. AB006629:Homo $£^iens mRNA for KIAA0291 gene, partial cds 

32096_at Cluster Incl. AC005546:Homo sapiens chromosome 19, cosmid R29425 /cds=( 

34185jat Cluster Incl, W22541:69B4 Homo sapiens cDNA /clone=(not-directionaI) /g 

35629__at Cluster Incl. AL022238:dJ1042K10.3 (novel protein) /cds=(0,731) /gb-ALO 

25 35653_at Cluster Incl. U28963:Human Gps2 (GPS2) mRNA, complete cds /cds=(90,1073 

37977_at Cluster IncL AI138834:qe04b02.xl Homo sapiens cDNA, 3 end /clone=IMAG 

38665_at Cluster Incl. D85939:Homo sapiens mRNA for p97 homologous protein, comp 

38718_at Cluster IncL AL050101:Homo sapiens mRNA; cDNA DKFZp586E1519 (from 
clon 

30 40098_at Cluster IncL AF001434:Human Hpast (HPAST) mRNA, complete cds /cd8=(255 . 

41189j;at cWrlncL Y09392:H.sapiens mRNA for WSL-LR,WSL-S1 and WSL-S2 prote 

34874jat Cluster IhcL AJ004832;Homo salens mRNA for neuropathy target esterase 

35826_at Cluster Incl. AF040253 :Homo sapiens transcription factor Tat-CTl mRNA, 

361 15_at Cluster IncL L29217:Homo sapiem clk3 mRNA, complete cds /cds=(56,1528 

35 37384_at Cluster IncL D13640:Human mRNA for KIAAOO 1 5 gene, complete cds /cds=(l 

37652_at Cluster IncL AB002328:Human mRNA for KIAA0330 gene, partial cds /cds=( 

38 122_at Cluster IncL D87075:Human mRNA for KIAA0238 gene, partial cds /cds=(0, 

38750_at Cluster IncL U97669:Homo sapiens Notch3 (^fOTCH3) mRNA, complete cds /c 

39865_at Cluster IncL AI890903:wm91flO,xl Homo sapiens cDNA, 3 end /clone==IMAG 
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40221 jat Cluster Incl. L39059:Homo sapiens transcriptioii factor SLl mRNA, comple 

4l26ijsjsLt Cluster lacL AB028972:Homo sapiens mRNA for KIAA1049 protein, partia 
1729_at L41690 /FEATURE^ /DEFIMTION=HlJlvrrRADD Homo sapiens TNF receptor-1 associ 
1373_at M31523 /FEATURE^ /DEFINITION=HUMTFAA Human transcription factor (E2A) mR 
1 1 85_at D49410 /FEATURE=expanded_cds /DEFINITION=HUMIL3RA12 Human gene for inter 



METAGENE331 : 



36456_at 
38322_at 
32237_at 
38375_at 
863 . g at 
complete cds 
291 s at 



Cluster Bicl. AL080063:Homo sapiens mRNA; cDNA DKFZp564I052 (from clone 
Cluster Incl. AI093155:qa97g04.xl Homo sapiens cDNA, 3 end /clone=IMAO 
Cluster Incl. D87454:Human mRNA for KIAA0265 gene» partial cds /cds=(0. 
Cluster Incl. AF112219:Homo sapiens esterase D mRNA, complete cds /cds= 
U043 13 /FEATURE= /DEFINrnON-HSU043 13 Human maspin mRNA, 

J04152 /FEATURE=mRNA /DEFINITION=HUMGA733A Human 



gastrointestinal tumor 



METAGENE 332 : 



20 37149_s_at 

39295_s_at 

41087„at 

3333 l_at 

36053_at 
25 37265_at 

40466_at 

40508_at 

33392_at 

34365_at 
30 36118_at 

41806_at 

1860 at U58334 



Cluster Incl. U95626:Homo salens ccr2b (ccr2), cci2a (cci2), ccrS (c 
Cluster Incl. AF049884:Homo sapiens Arg/Abl-interacting protein ArgBP 
Cluster Incl. AC004774:Homo sapiens BAG clone RG300E22 from 7q21-q3I.l 
Cluster Incl. U17077:Human BENE mRNA, partial cds /cds=(0,446) /gb=U170 
Cluster Incl. AF041248;Homo sapiens cyclin-dependent kinase inhibitor ( 
Cluster Incl. D87074:Human mRNA for KIAA0237 gene, complete cds /cds=(4 
Cluster Inch Z74792:H.sapiens mRNA for CCAAT transcription binding fac 
Cluster Incl. AF025887:Homo sapiens glutathione S-transferase A4-4 (GST 
Cluster Incl. AL080155:Homo sapiens mRNA; cDNA DKFZp434J154 (from clone 
Cluster Incl, AF042386:Homo sapiens cyclopliilin-33B (CYP-33) mRNA, comp 
Cluster Incl. AJ000882:Homo sapiens mRNA for steroid receptor coactivat 
Cluster Jnch J04513:Human basic fibroblast growth fector (bFGF) 22.5 k 
/FEATURE= /DEFINinON=HSU58334 Human Bcl2, p53 binding protein Bb 



35 



METAGENE 333: 

37989_at Cluster Incl. J03802:Human renal carcinoma parathgrad hormone-like pept 

38484_at Cluster Incl. D21267:Homo sapiens mRNA, complete cds /cds=(205,825) /gb 

615_s_at M24351 /FEATURE=expanded_cds /DEFINITION-HUMPTHL4 Human 

parathyroid hor 
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10 



15 



32434__at 
37163_at 
clon 

41368_at 
36491_at 
39379_at 
clon 

41142_at 

32190_at 

clone 

32855_at 

41517_g_at 

2050_s_at 

botulinum to 



Cluster Incl. D10522:Homo sapiens mRNA for 80K-L protein, complete cds 
Cluster IncL AL050374:Homo sapiens mKNA; cDNA DKFZp586C1619 (from 

Cluster IncL AA922934:ohl0g06.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL D82345:Homo sapiens mKNA for NB thymosin beta, complete c 
Cluster IncL AL049397:Homo sapiens mKNA; cDNA DKFZp586C1019 (from 

Cluster Incl. U62961:Human succinyl CoA-3-oxoacid CoA transferase precu 
Cluster IncL AL0501 1 8 Jlomo sapiens mRNA; cDNA DKFZp586C201 (frx>m 

Cluster IncL L00352:Himian low density lipoprotein receptor gene /cds=( 
Cluster IncL U95735:Human SNARE protein Ykt6 (YKT6) mRNA, complete c 
M29870 /FEATURE= /DEFINITION=HUMRACA Human ras-related C3 



METAGENE 335: 



20 



25 



38854_ 


_at 


39317_ 


_at 


35722_ 


.at 


clone 




36864_ 


at 


35304^ 


_at 


38732_ 


_at 



Cluster IncL AB01453S:Homo sapiens mRNA for KIAA0635 protein, complete 
Cluster IncL D86324:Homo sapiens mRNA for CMP-N-acetylneuraminic acid 
Cluster IncL AL080198:Homo sapiens mRNA; cDNA DKFZp434D222 (from 

Cluster IncL AJ001625:Homo sapiens mRNA for Pex3 protein /cds=(63,l 184 
Cluster IncL AF052130:Homo sapiens clone 23704 mRNA sequence /cds=UNKN 
Cluster IncL X91788:H.sapiens mRNA for Icln protein /cds=(88,801) /gb== 



METAGENE 336 : 



30 



35 



31708, 


at 


34472_ 


.at 


39953^ 


i_at 


40353_ 


-at 


clon 




41604_ 


-at 


/gb=U 




31899_ 


.at 


32697 


at 



Cluster IncL L05095:Homo sapiens ribosomal protein L30 mRNA, complete 
Cluster IncL AB01291 l:Homo sapiens mKNA for Frizzled-6, con^lete cds / 
Cluster IncL AB014528:Homo sapiens mRNA for KIAA0628 protein, comple 
Cluster IncL AL049962;Homo sapiens mRNA; cDNA DKFZp564P0823 (from 

Cluster IncL U79297:Human clone 23589 mRNA sequence /cds=UNKNOWN 

Cluster IhcL D14659:Human mRNA for KJAA0103 gene, complete cds /cds=(6 
Cluster IncL AF042729:Homo sapiens lithium-sensitive myo-inositol mono 
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33761^ 


s_at 


Cluster IncL AB007962:Honio ss^iens inRNA, chromosome 1 specific trans 




34192. 


at 


Cluster IncL ABOl 1 104:HQmo sapiens mKNA for KIAA0532 protein, partial 




35153_ 


at 


Cluster IncL AF058696:Homo sapiens cell cycle regulatory protein p95 ( 




36858_ 


at 


Cluster IncL D25218:Human mRNA for KIAAOl 12 gene, partial cds /cds=(0. 


5 


37948^ 


at 


Cluster IncL J05682:Human subunit C of V-ATPase (vat C) mRNA, 3 end / 




38283_ 


at 


Cluster IncL ABG07619:Homo sapiens mRNA for EBAG9, complete cds /cds=( 




38306^ 


at 


Cluster IncL AA477576;zu44b03.rl Homo sapiens cDNA, 5 end /clone=IMAG 




38681_ 


.at 


Cluster IncL U62962:HumanIht-6 mRNA, complete cds /cds=(22,1359) /gb^ 




39035^ 


_at 


Cluster IncL AF006010:Human progestin induced protein (DDS) mRNA, comp 


10 


39036_g_at 


Cluster IncL AF006010:Human progestin induced pxotein (DDS) mRNA, co 




39427^ 


.at 


Cluster IhcL T79616:yd71e06.sl Homo sapiens cDNA, 3 end /Qlone='IMAG£- 




39706_ 


.at 


Cluster IncL AB014536:Homo sapiens mRNA for KIAA0636 protein, complete 




40129_ 


at 


Cluster IncL U47077:Human DNA-dependent protein kinase catalytic subun 




32173^ 


.at 


Cluster IncL X95384:Homo sapiens mRNA for translational inhibitor prot 


15 


32255^ 


J-at 


Cluster IncL U40705:Homo sapiens telomeric repeat binding factor (TR 




333681 


_at 


Cluster IncL X76,040:H.sapiens mRNA for Lon protease-like protein /cds== 




33877_ 


-Sjat 


Cluster IncL AB028990:Homo sapiens mRNA for KIAA1067 protein, partia 




34312_ 


-at 


Cluster IncL AI040324:oy33al2.xl Homo sapiens cDNA, 3 end /clone=IMAG 




35290^ 


-at 


Cluster IncL ALCiSOOSl Jlomo sapiens mRNA; cDNA DKFZp566J2146 (fixjm clon 


20 


36117. 


-at 


Cluster IncL L13616:Human focal adhesion kinase (FAK) mRNA, complete c 




37673_ 


_at 


Cluster IncL X96586:H.sapi6ns mRNA for FAN protein /csds=<12,2765) /gb=^ 




381 14_ 


_at 


Cluster IncL D38S5 1 :Human mRNA for KIAA0078 gene, complete cds /cds=(l 




38472. 


_at 


Cluster IncL D63477:Human mRNA for KIAA0143 gene, partial cds /cds=(0. 




41503, 


-at 


Cluster IncL AB020661:Homo sapiens mRNA for KIAA0854 protein, complete 


25 


1789 s 


It U65928 


/FEATURE^ /DEFINITION=HSU65928 Human Jun activation domain bindin 



1399_at L34587 /FEATURE^ /DEFINITION=HUMRPIE Homo sapiens RNA polymerase II elon 
1235_at M86400 /FEATURE= /bEFINITION=HUMPHPLA2 Human phospholipase A2 mRNA, 
comp 

1250_at U47077 /FEATURE^ /DEFINrnON-HSU47077 Homo sapiens DNA-dependent protein 
30 1073_at M81601 /FEATURE^ /DEFINITION=HUMTEFSn Human transcription elongation fa 

623„s„at M282 13 /FEATURE= /DEFINITION=HUMRAB2A Homo sapiens GTP-bindiug 

protein 

1 60043_at X66087 /FEATURE=cds /DEFINITION=HSAMyB2 H.sapiens a-myb mRNA 
/NOTE=^ep 

35 

METAGENE 337 : 



36213_at Cluster IncL AB016816;Homo sapiens MASLl mRNA, complete cds /cds==(0,31 

34701_at Cluster focL U83192:Homo salens post-synaptic density protein 95 (PSD 
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36498__at Cluster IncL AI936759:wp69bl2.xl Homo sapiens cDNA, 3 end /clone=IMAG 

1562_g_at U27193 /FEATURE^ /DEFINITION='HSU27193 Human protein-tyrosine 
pbosphata 

1343_s_at S66896 /FEATURE^ /DEFINmON=S66896 squamous cell carcinoma antigen==se 

5 

METAGENE 338 : 



35544_at 

32329_at 
10 40331_at 

32128_at 

37585_at 

35850_at 

41491_s_at 
15 1481_at L23808 

1482__g_at 

(HME)inRNA 



Cluster Incl. Y16280:Homo sapiens mENA for O protein-coupled recq)tor E 
Cluster IncL X99142:H.sapiens mKNA for hair keratin, bHb6 /cdsK0,14Sl 
Cluster IncU AF035819:Homo sapiens macrophage receptor MARCO mRNA, com 
Cluster IhcL Y13710:Homo sapiens mKNA for alternative activated macrop 
Cluster Incl. X13482:Human mRNA for U2 snKNP-specifLc A protein /cds=(5 
Cluster Incl. AI950382:wpl0g06.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. AB028944:Homo sapiens mKNA for KIAA1021 protein, partia 
/FEATURE= /DEFIMTION=Hm4HME Human metalloproteinase (HME) mKNA, 
L23808 /FEATURE- /DEFiraTION=HUMHME Human metalloproteinase 



METAGENE 339: 



20 



25 



30 



32097. 


at 


32713_ 


.at 


40783. 


-S_at 


35301_ 


.at 


clon 




35776. 


.at 


37764. 


-at 


41264. 


.at 


clon 





Cluster Incl. AB0Q7862:Homo sapiens KIAA0402 mRNA, partial cds /cds=<0, 
.Cluster Incl. US1587:Homo sapiens Golgi complex autoantigen golgin-97 m 
Cluster Incl. L36151:Homo sapiens phosphatidylinositol 4-ldnase mRNA, 
Cluster Incl. AL049941:Homo sapiens mRNA; cDNA DKFZp564E2222 (from 

Cluster Incl. AF064243:Homo sapiens intersectin short form mRNA, comple 
Cluster Incl. D87328:Homo sapiens mRNA for HCS, complete cds /cds=(l 23 1 
Cluster Incl. AL0S0172:Homo sapiens mRNA; cDNA DKFZp586F1322 (from 



METAGENE 340 : 



35 



32485. 


.at 


Cluster Incl. 


36379^ 


-at 


Cluster Incl. 


34505_ 


-at 


Cluster Incl. 


32101^ 


.at 


Cluster Incl. 


37194. 


.at 


Cluster Incl. 


34347. 


-at 


Cluster Incl. 


34827. 


at 


Cluster Incl. 



X00371 iHuman myoglobin gene (exon 1) (and joined CDS) /cd 
AF085808:Homo sapiens uroplakin III mRNA, complete cds /c 
AL109725:Homo sapiens roRNA full length insert cDNA clone 
AAl 12483:zn69a06.sl Homo sapiens cDNA, 3 end /clone=IMAG 
M68891:Human GATA-binding protein (GATA2) mRNA, complete 
AL049955;Homo sapiens mRNA; cDNA DKFZp564J0123 (from clon 
AF045458:Homo sapiens serine/threonine kinase ULKl (ULKl) 
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37002_at Cluster Inch D32143:Human mRNA for biliverdin-IXbeta reductase I /cds= 

38729_at Cluster Incl. M88279:Humaii immunqphilin (FKBPS2) mRNA, complete cds /cd 

1071_at M77810 /FEATURE^ /DEFINITION=HUMGATA2A Human transcription fector GATA-2 
1072 ^_at M778 10 /FEATURE= /DEFINmON=HUMGAtA2A Human transcription fector 
5 GATA 

203_at M68891 /FEATURE- TDEFINITION-HUMGATA Human GATA-binding piotein 
(GATA2)m 



METAGENE 341 : 



10 



15 



20 



25 



30 



35 



31661_at 

37130 g at 

37462_i_at 

39601_at 

39661_s_at 

41004_at 

31842__at 

32032_at 

/gb=L 

35983_at 

36076 g,at 

37246_at 

37278_at 

37584_at 

38340_at 

38703_at 

38710_at 

clone 

39339_at 

40416„at 

40842_at 

41161_at 

32198_at 

32202_at 

33889__s__at 

34358_at 

34864_at 

36124iat 

38076 at 



Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 

Cluster Incl. 
Cluster IncL 
Cluster Incl. 

Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 

Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Clustered. 
Cluster IncL 



AJ243936:Homo sapiens mRNA for G16 protein (G16 gene loca 
AI9367S8:vvp69bl 1 .xl Homo sapiens cDNA, 3 end /clone=^IM 
L21990:Human spliceosomal protein (SAP 62) gene, comple 
AF061836:Homo sapiens putative tumor suppressor protein ( 
AF034102:Homo sapiens NBMPR-insensitive nucleoside tran 
U43431:Human DNA topoisomerase HI mRNA, complete cds /cd 
AF038195:Homo sapiens clone 23661 unknown protein mRNA, c 
L77566:Homo sapiens DGS-I mRNA, 3 end/cds-UNKNOWN 

AC004528:Homo sapiens chromosome 19, cosmidR32184 /cds=( 
AL037167:DKFZp564P1564_sl Homo sapiens cDNA, 3 end /cl 
AF070535:Homo sapiens clone 24432 mRNA sequence /cds==UNKN 
X92762:H.sapiens mRNA for tafazzins protein /cds=(288,l 16 
AJ007669:Homo sapiens mRNA for Fanconi anemia group G /cd 
AB014555:Homo sapiens mRNA for KIAA0655 protein, partial 
AF005050:Homo sapiens aspartyl aminopqjtidase mRNA, compl 
AL096714:Homo sapiens mRNA; cDNA DKFZp564E242 (from 

AB018335:Homo sapiens mRNA for KIAA0792 protein, complete 
U04847:Human Ml mRNA, complete cds /cds=<69,1226) 7gb=U 
M60784:Human Ul snRNP-specific protein A gene /cds=(137,9 
AB015051:Homo sapiens UdRNA for Daxx, complete cds /cds«(l 
W28979:54e8 Homo sapiens cDNA /gb=W28979 /gi=1308927 /ug= 
U67322:Human HBV associated factor (XAP4) mRNA, complete 
D79985:Human mRNA for KIAA0163 gene, complete cds /cds= 
Z49254:H.sapiens L23-.re]ated mRNA /cds=(54,515) /gb=Z4925 
AF070638:Homo sapiens clone 24448 unknown mRNA, partial c 
X59434:Human rohu mRNA for rhodanese /cds=(34,924) /gb=X5 
X69907:H.sapien5 gene for mitochondrial ATP synthase c su 
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38464_ 


jat 


39141_ 


_at 


39876_ 


-at 


40609. 


.at 


40635^ 


.at 


40925. 


.at 


41258. 


.at 


41804. 


jat 


41812 


s at 



10 1706_at U01337 
720 at D87673 



Cluster Incl. X87237:H.sapiens mRNA for processing a-gluoosidase I Zeds 
Cluster IncL AF027302:Homo sapiens TNF-alpha stimulated ABC protein (A 
Cluster Incl. AL035252:Human DNA sequence from clone 738P15 on chromoso 
Cluster Incl. AI475497:tj92gl2.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. AF089750:Homo sapiens flotillin-1 niRNA, complete cds /cds 
Cluster IncL AA554945:ni36dll.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. N29665:yw73e06.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Ciuster Incl. W80358:zh49a07.sl Homo sapiens cDNA, 3 end /clone=IMAGE'- 
Cluster IncL AB020713:Homo sapiens nxRNA for iQAA0906 protein^ partia 
/FEATURE=e>q)anded_cds /DEFINITION=HSU01337 Human Ser/Thr protein 
/FEATURE^- /DEFINITEON=D87673 Homo sapiens mRNA for heat shock tran 



METAGENE 342 



15 



20 



25 



33586_at 

34289_f_at 

34290_f_at 

39042_at 

40787_at 

/gb=U 

32195_at 

clon 

35846_at 
38437_at 
39155_at 
616_s_at 
hormone recep 



Cluster IncL AF070620:Homo sapiens clone 24694 mRNA sequence /cds^UNKN 
Cluster IncL D50920:Human mRNA for KIAA0130 gene, complete cds /cds^ 
Cluster IncL W29091:56c5 Homo sapiens cDNA /gb=W29091 /gi=1309057 /u 
Cluster IncL X05615:Human mRNA for tiiyroglobulin /cds=(4 1^8344) /gb^^XO 
Cluster IncL U9091 1 :Human clone 23652 mRNA sequence /cds=UNKNOWN 

Cluster IncL AL049450:Homo sapiens mRNA; cDNA DKFZp586B1922 (from 

Cluster IncL M24899:Himian triiodothyronine (ear7) mRNA, complete cds / 
Cluster IncL X80199:H.sapiens MLN51 mRNA /cds=(233,1837) /gb-X80199 /g 
Cluster IncL D67025:Homo sapiens mRNA for proteasome subunit p58, comp 
M24748 /FEATURE=cds#2 /DEFINITION^HUMTHRAl A Human thyroid 



30 



METAGENE 343: 



32389__at 
38612_at 
/gi=1831 



Cluster IncL W25892:17b9 Homo sapiens cDNA /gb=W25892 /gi=1306222 /ug= 
Cluster IncL M69023:Human globin gene /cds=UNKNOWN /gb=M69023 



35 METAGENE 344: 



3 1426_at Cluster IncL U34806:Human G protein-coupled receptor (GPR15) gene, com 

3 1495_at Cluster IncL D63789:Homo sq>iens DNA for SCM-lbeta precursor, complete 

3 1554_at Cluster IncL X55019:H.s^i6ns mRNA for acetylcholine receptor delta su 
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3162l_sjat Cluster lacL M36860:Human elastin mRNA, complete cds /cds==(49,2241) 

3 1626_ijat Cluster Incl. AF047485:Honio sapiens amine oxidase pseudogene mRNA, sp 

31740js_at Cluster Incl. AB008913:Homo s^iras mRNA for Pax-4, complete cds /cds 

3 1745 jat Cluster Incl. AF007194:HomD sapiens mucin (MUC3) mRNA, partial cds /cds 

5 31975_at Cluster Incl. X55503:H.sapiens pseudogene for metallothionein and AG/CT 

31993_f_at Cluster Incl. U80764:Human EST clone 122887 mariner transposon Hsmarl 

32397 jr_at Cluster Incl. AA079018:2m94el2.sl Homo sapiens cDNA, 3 end /clone=IM 

32468_f.at Cluster IncL D90278;Human CGMlb mRNA for CD66d /cds=(61,594) /g1>-D90 

33011_at Cluster IncL Y10148:H.sapiens mRNA fer Nm2 receptor /cds'=(36,1268) /g 

10 33027_at Cluster Incl. W27906;39dl 1 Homo sapiens cDNA /gb=W27906 /gi=1307854 /ug 

33071_at Cluster inch Z98744:histone H2B /cds«(5,382) /gb=Z98744 /gi=3080457 /u 

33080j5_at Cluster IncL AB007943;Homo sapiens mRNA for KIAA0474 protein, comple 

33090_at Cluster IncL AJ007292:Homo sapiens mRNA for ephrin-A2 /cds=K15,656) /g 

33622_at Cluster Incl. Z26308;H.sapiens isoform 1 gene for L-type calcium channe 

15 33640_at Cluster Incl. Y14768:Homo sapiens DNA, cosmid clones TN62 and TN82 /cds 

34104J_at Cluster IncL AI147237:qb36f02.xl Homo sapiens cDNA, 3 end /clone=IM 

34108_g_at Cluster IncL AJ005577:Homo sapiens pfkfb2 gene, exons 1 to 15 /cds==( 

34 1 3 l_at Cluster IncL AB02689 1 ;Homo sapiens mRNA for cystine/glutamate transpor 

34167_s__at Cluster IncL AA984230:am82g03.sl Homo sapiens cDNA, 3 end /clon^IM 

20 35534 jat Cluster IncL ABOl 1086:Homo sapiens mRNA for KIAA0514 protein, complete 

32282_at Cluster IncL U66047:Human clone Z3-1 placenta expressed mRNA from chro 

33558_at Cluster IncL Y09445:H,sapiens mRNA for transcription &stor TBX5 /cdsf= 

34005_at Cluster IncL X73079:Homo sapiens encoding Polymeric unmunoglobulin rec 

34949_at Cluster IncL AB028971:Homo sapiens mRNA for KIAA1048 protein, complete 

25 34963_at Cluster IncL AA557228:nl75c09.sl Homo sapiens cDNA, 3 end /clone=IMAG 

35379_at Cluster IncL X544 1 2:Humatt mRNA for alphal (IX) collagen (long form) /cd 

35492_at Cluster IncL AC004523:Homo sapiens chromosome 19, cosmid F22329 /cds=( 

35864_at Cluster IncL Y00970:Human mRNA for acrosin (EC 3.4.2L10) /cds^(l6,m 

35882_at Cluster IncL AI075181:oy96b04.xl Homo sapiens cDNA, 3 end /clone==IMAG 

30 35910_f_at Cluster IncL AJ003 147:Homo sapiens complete genomic sequence between 

37061_at Cluster IncL U29615:Human chitotriosidase precursor mRNA, complete cds 

37095_r_at Cluster IncL M84562£[uman fomyl p^tide rec^tor-like receptor (FPR 

37140_sjat Cluster IncL AF061 l93:Homo sapiens ectodysplasin-A isoform EDA-E (ED 

37151_at Cluster IncL AF052J20:Homo sapiens clone 23836 mRNA sequence /cds=UNKN 

35 37418_at Cluster IncL M36653:Human Oct-2 factor mRNA, complete cds /cds^UNKNOWN 

37429 _g_at Cluster IncL AI140857:qa83cl 1 .si Homo sapiens cDNA, 3 end /clon^IM 

37517_at Cluster IncL AB028962:Homo sapiens mRNA for KIAA1039 protein, partial 

37796_at Cluster IncL AF053356:Homo sapiens chromosome 7q22 sequence /cds=(0,24 

38162_at Cluster IncL AF007156:Homo sapiens clone 23617 unknown mRNA, partial c 
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38193_at Cluster Incl. X96754:H.sapiens gene encoding kappa light chain constant 

38538_at Cluster IncL AB014602:Homo sapiens mRNA for KIAA0702 protein, complete 

38607_at Cluster IncL AF027204:Homo sapiens putative tetraspan transmembrane pr 

39609__at Cluster IncL U80457:Human transcription &ctoT SIM2 short fonn mRNA, c 

5 40376__at Cluster IncL X83573 :Homo sapiem ARSE gene, complete CDS /cds=(67,l 836 

40651_s_at Cluster IncL AP039523:untitled/cds=(0,1334)/gh=AF039523 /gi=282812 

4 1 034_s_at Cluster IncL U923 1 5 :Homo sapiens hydroxysteroid sulfotransferase SUL 

31810 _^_at Cluster BicL Z21488;H.sapiens contactin mRNA /cds-(121,3177) /gb=Z21 

31819_at Cluster IncL Al796281:wh49a09.xl Homo sapiens cDNA, 3 end /clone=IMAG 

10 32104jL_at Cluster IncL Ui$6063:Homo sapiens calcium/calmodulin-dependent protei 

32701 jat Cluster IncL U5 i269:Human armadiUo repeat protein mRNA, complete cds 

32739_at Cluster IncL AA001791:zh86c04.rl Homo sapiens cDNA, 5 end /clone^IMAO 

35201__at Cluster IncL X16135:Human mRNA for novel heterogeneous nuclear KNP pro 

36557_at Cluster IncL M92303;Human voltage-dependent calcium channel beta- 1 sub 

15 37285_at Cluster IncL X60364;Human ALAS mRNA for 5-aminolevulinate syn&ase pre 

37633_s_at Cluster IncL J04129:Human placental protein 14 (PPM) mRNA, coniplete 

37905_r_at Cluster IncL X66436:H.sapiens hsrl mRNA (partial) /cds=XJNKNOWN /gb-X 

38297_at Cluster IncL X98654:H.sapiens mRNA for DRES9 protein /cds=(l 89,3923) / 

39335__at Cluster IncL AI074025:oy66gl2.xl Homo sapiens cDNA, 3 end /clone=IMAG 

20 32220_at Cluster IncL D63874:Human mRNA for HMG-1, complete cds /cds=(76,723) / 

34351_at Cluster IncL AL022394:dJ511B24.2 (l-Phospha1idylinositol-4,5-Bisphosph 

34405_at Cluster IncL U47927:Human isopeptidase T (ISOT) mRNA, complete cds /cd 

34846_at Cluster IncL AFl 12472:Homo sapiens calcium/calmodulin-dependent protei 

38822_at Cluster IncL ABOl 1420:Homo sapiens mRNA for DRAKl, complete cds /cds=( 

25 39451J_at Cluster IncL AF050145:Homo sapiens iduronate-2-sulfatase (IDS) mRNA, 

39459_at Cluster IncL W28765:5 ld2 Homo sapiens cDNA /gb=W28765 /gi=1308713 /ug- 

39474_s__at Cluster IncL AF045800:Homo sapiens gremlin mRNA, complete cds /cds==( 

39490_f_at Cluster IncL W26381;29bl 1 Homo sapiens cDNA /gb=W26381 /gi=1307098 / 

39500js_at Cluster IncL AL049299:Homo sapiens mRNA; cDNA DKFZp564P233 (ftom do 

30 39508_at Clustw IncL AI2O1607:qb81bO3.xl Homo sapiens cDNA, 3 end /clone=IMAG 

40904_at Cluster IncL Al857673:wk96c02.xl Homo sapiais cDNA, 3 end /clone^IMAG 

4100 l_at Cluster IncL AB023202:Homo sapiens mRNA for KIAA0985 protein, complete 

41286_at Cluster IncL X77753:H.sapiens TROP'2 gene /cds-(615,1586) /gb==X77753 / 

41799_at Cluster IncL W28595:48h8 Homo sapiens cDNA /gb-W28595 /gi=1308543 /ug= 

35 32525_r_at Cluster IncL W29012:55a6 Homo sapiens cDNA /gb-W29012 /gi=1308969 /u 

32540_at Cluster IncL AI762547:wh92eD5.xl Homo sapiens cDNA, 3 end /clone=IMAG 

1967_f_at U18334 /FEATURE=^cds /DEFINITION=HSUNOSnCl Human nitric oxide 
synthase 

1804_at X07730 /FEATURE^ /DEFINITION=HSPSA Human mRNA for prostate specific anti 
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1432_s_at D16105 /FEATURE^ /DEFIMTION-HUMLTKLP2 Human mRNA for leukocyte 

tyrosi 

1296_at D83542 /FEATURE=« /DEFINITION=«UMC15A Homo sapi«is mRNA for cadherin-15, 
1089J_at M64936 /FEATURE= /DEFINrnON==HUMRIRT Homo sapi^ retinoic acid- 

5 induci 

970_r_atX98296 /FEATURE=cds yDEFINITION=HSUB2QHYD H.sapiens mRNA for ubiquitin 
9 1 6_jA L18983 /FEATURE=mRNA /DEFINinON=HUMTYROPHO Homo sapiens tyrosine 
phospha 

870 JLatM933 1 1 /FEATURE==cds /DEFINmON==HUMMETIII Human metallothionein-in gen 
10 726_f_atChoriomc Sconatomammotropin Hormone Cs-5 

259_s_at M16441 /FEATURE=cds#2 /DEFINmON=HUMTNFAB Human tumor nearosis 

fector 



15 



20 



METAGENE345: 

35710_s_at Cluster IncL U95006:Hiiman D9 splice variant A mRNA, complete cds /cd 

38655_at Cluster IncL AI525633:PT1.3_04_A08.r Homo sapiens cDNA, 5 end /clone_ 

38988_at Cluster Jncl, AJ007042;Homo sapiens mRNA for TRX5 protein /cds=(762,485 

40873_at Cluster IncL D86963:Human mRNA for KIAA0208 gene, complete cds /cds=(l 

3S800_at Cluster IncL D63391 :Human mRNA for platelet activating &ctor acelylhy 

40891 JLat Cluster IncL X92896:H.sapi^ mRNA for trBA2 protein /cds=(10,327) / 

1 132_s„at L12060 /FEATURE=mRNA /DEFINmON=HUMRARG7A Homo sapiens 
retinoic acid 



25 METAGENE 346 : 



30 



35 



35414_s_at 

36780_at 

37259_at 

37958_at' 

clone 

36690__at 

38101_at 

38465_at 

38800_at 

/gi=l 13667 

40202_at 

41830_at 

32526 at 



Cluster IncL U77914:Human soluble protein Jagged mRNA, partial cds / 
Cluster IncL M25915:Human complement cytolysis inhibitor (CLl) mRNA, c 
Cluster IncL Z81326:H.si^iens mRNA for protease inhibitor 12 (PI12; ne 
Cluster IhcL AL049257:Homo sapiens mRNA; cDNA DKFZp564E153 (firom 

Cluster Ind. M10901 :Human glucocorticoid receptor alpha mRNA, complete 
Cluster IncL AB011151:Homo sapiens mRNA for KIAA0579 protein, partial 
Cluster IhcL M37721 :Human peptidylglycme alpha-amidating monooxygenas 
Cluster IncL D45352:HUMHG17416 Homo sapiens cDNA /gb=D45352 

Cluster IncL D31716:Human mRNA for GC box bindig protein, complete cds 
Cluster IncL AB007963:Homo sapiens mRNA for KIAA0494 protein, complete 
Cluster IncL AA149644:zl39d08.sl Homo sapiens cDNA, 3 end /clone=IMAG 
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1507_s_at 
endofhel 



Dl 1 15 1 /FEATURE=_expandCDS /DEFINinON=HUMETAR8 Human DNA for 



METAGENE347: 



Cluster Incl. AA224768:ncl2d09.rl Homo sapiens cDNA/clone=IMAGE-1007 
Cluster IncL L19161 :Human translation initiation fector eIF-2 gamma su 
Cluster Incl. AA675900;g02504r Homo sapiens cDNA, 5 end /clone=g0250 
Cluster Incl. U81984:Human endothelial PAS domain protein 1 (EPASl) mKN 
Cluster Incl. AF096S70:Homo sapiens estrogen-responsive B box piotein 
Cluster Incl. AI739308:wi30cl2.xl Homo sapiens cDNA, 3 end /clone=IM 
Cluster Incl. U72206:Human guanine nucleotide regulatory i^tor (LFP40) 
Cluster IncL U10324:Human nuclear &ctor NF90 mKNA, complete cds /cd^ 
Clust^ Incl. AC004472:H(»no sapiens cbromosome 9, PI clone 1 1659 /cds=( 
Cluster Incl. Z97054:HumanDNA sequence from PAC 339A18 on chromosome 
Cluster Incl. AF046888:Homo sapiens proliferation inducing ligand APRIL 
Cluster IncL AF010312:Homo sapiens Pig7 (PIG7) mRNA, complete cds /cds 
Cluster IncL D87434:Human mRNA for KL\A0247 gene, complete cds /cds=(2 
Cluster IticL W27594:34h4 Homo sapiens cDNA /gb=^W27594 /gi-1307542 /u 
M80261 /FEATURE^ /DEFINrnON=HUMAPE Human apurinic endonuclease 

AB004922 /FEATURE=cds /DEFINmON=AB004922Sl Homo sapiens gene for 



33647_s_at 

35934_at 

37507 J_at 

38230_at 
10 38881J_at 

32038_s_at 

40100_at 

40845_at 

33818_at 
15 34374_g_at 

35287„at 

37024_at 

38393_at 

38401_s_at 
20 2025_s_at 

(APE) 

1950_s_at 

Sma 

1936_s_at Proto-Oncogene C-Myc, Alt Splice 3, Orf 1 14 

25 1272_at L19161 /FEATURE^ /DEFINmON=HUMIEF2G Human translation initiation facto 

1244_at U1S671 /FEATURE-mRNA /DEFINITIONrHSUI8671 Human Stat2 gene, complete cds 
1220_g_at X15949 /FEATURE=cds /DEFINITION-HSIRF2 Human mRNA for interferon 
regul 

1 199_at D13748 /FEATURE- /DEFINITION=HUM4AI Human mRNA for eukaryotic initiation 
30 898_s„at L37360 /FEATURE= /DEFINrnON==HUMEFL2 Homo sapiens (clone hEHKl-L) 

EHKl 

612_s_at M19650 /FEATURE- /DEFINITION=HUMCNPDEA Human 2 ,3 -cycHc 

nucleotide 3 

463 g at U70862 /FEATURE- /DEFINmON=HSU70862 Human nuclear factor I B3 

35 mRNA, c 

421_at X66397/FEATURE=cds/DEFINn'ION-HSTPRMH.sapiens1prmRNA 



METAGENE348: 



510 



wo 2004/038376 



PCT/US2003/033946 



10 



15 



20 



25 



30 



35 



33602_at 

33613_at 

32953_at 

32967_at 

32977_at 

34959_at 

34960_g_at 

35883_at 

3741 l_at 

37417_at 

37419 g at 

39318_at 

40396_at 

40700jat 

40723_at ' 

40729_s_at 

40749_at 

32649_at 

32660_at 

32716_at 

36874_at 

37272_at 

37988_at 

38269„at 

clon 

38359_at 

38361_g_at 

40159_r_at 

40420__at 

32224_at 

34871_at 

35310_at 

/gi=l 136684 

1768_s_at 

SRC-kinase 

1336_s_at 

kinase 

1097_s__at 

rec 



Cluster IncL AJ000479:Homo sapiens laRNA for putative G-protein coupled 
Cluster Incl. AA806239:oc21©02.sl Homo sapiens cDNA /clone=IMAGE-134l53 
Cluster Incl. X04391:HumanmRNA fer lymphocyte glycoprotein Tl/Leu-1 /c 
Cluster IncL AF057557:Homo salens anti-Fas-induced apoptosis (TOSO) m 
Cluster Incl. U49187:Human placenta (Diff48) mRNA, complete cds /cds==(4 
Cluster Incl. M15059:Human Fc-epsilon receptor (IgE receptor) mRNA, com 
Cluster Incl. M15059:Human Fc-epsilon receptor (IgE receptor) mRNA, c 
Cluster Incl. X66079:H.sapiens Spi-B mRNA /cds=(5,793) /gb=X66079 /gi=3 
Cluster Incl. D30758:Human mRNA for KIAA0050 gene, complete cds /cds=(l 
Clust^Ind. M36542:Human lymphoid-specific transcription factor mRNA, 
Cluster Lacl. M36653:Human Oct-2 factor mRNA, complete cds /cds=UNKNO 
Cluster Incl. X82240:H.s^i^ mRNA for Tcell leukemia/lymphoma 1 /cds= 
Cluster IncL U49395:Human ionotropic ATP recq[>tor P2X5a mRNA, complete 
Cluster IncL U36500:Human lymphoid-specific SPlOO homolog (LYSPIOO-B) 
Cluster IncL AJ010059:Homo sapiens SIT protein /cds=(87,677) /gb=AJ010 
Cluster IncL Y14768:Homo sapiens DNA, cosmid clones TN62 and TN82 /c 
Cluster IncL X07203:HumaQ mRNA for CD20 receptor (S7) /cds-{90,983) /g 
Cluster IncL X59871 .Human TCF-1 mRNA for T cell factor 1 (splice form 
Cluster IncL AB002340:Human mRNA for KIAA0342 gene, complete cds /cds'^ 
Cluster IhcL X62535:H,sa^iGm mRNA for diacylglycen>l kinase /cds=(l 03 
Cluster Incl. M26004:Human CR2/CD21/C3d/Epstein-Bair virus receptor mRN 
Cluster IhcL X57206:H.sapiens mRNA for ID-myo-inositol-trisphosphate 3 
Cluster IncL M89957:Human immunoglobulin superfiamily member B cell rec 
Cluster IncL AL050147:Homo sapiens mRNA; cDNA DKFZp586E0820 (firom 

Cluster IncL Y12336:H.sapiens mRNA for F25B3.3 kinase like protein fro 
Cluster Incl. AI688812:wd41c03.xl Homo sapiens cDNA, 3 end/clone=IM 
Cluster IncL M55067:Human 47-kD autosomal chronic granulomatous dise 
Cluster IncL AB015718:Homo sapiens lok mRNA for protein kinase, comple 
Cluster IncL AB018312:Homo sapiens mRNA for KIAA0769 protein, complete 
Cluster IncL W30677:zb75hl0.rl Homo sapiens cDNA, 5 end /clone^IMAGE- 
Cluster IncL D45288:HUMHG2121 Homo sapiens cDNA /gb=D45288 

X59932 /FEATURE-mRNA /DEFINmON==HSCSRCKIN Human mRNA for C- 

X06318 /FEATURE==cds/DEFINITION==HSPKCBlA Human mRNA for protein 

L3 1584 /FEATURE-exon /DEFINITION-HUMEBI103 Human G protein-coupled 
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1096 ^jat M28170 /FEATURE'^ /DEFINITION=HUMCSPC Human cell surface protein 
CD19( 

1085_s_at M37238 /FEATURE^mRNA /DEFINmON=HUNfPLC Human phospholipase C 
mRNA, CO 

5 1004_at X68149 /FEATURE=^exon#2 /DEFINITION=HSBLRI A Homo sapiens BLRl gene for Bu 
854__at S7661 7 /FEATURE= /DEFINITION=S7661 7 bllcFprotein ^osine kinase [human, B 
848_at U19261 /FEATURE= /DEFINrnON=HSU19261 Homo sapiens Epstein-Barr vims-ind 
619_s_at M27394 /FEATURE=cds /DEFlNlTION=HUMBlLYM Human B-lymphocyte 

cell-sur&c 

10 358_at AF000545 /FEATURE=cds /DH?INmON=HSAF000545 Homo sapiens putative purine 

253 jgL^at L42324 /FEATURE^cds /DEFINITION=HUMFRCG Homo sapiens (clone GPCR 

W)Gp 

138_at U66464 /FEATURE^ /DEFINmON=HSU66464 Human hematopoietic progenitor kina 



IS METAGENE349: 



32968_s_at Cluster Incl. AL05O253 :H.sapiens mRNA similar to D29763 mouse mKNA fo 

33947_at Cluster IncL Ul 8550:Human GPR3 G protein-coupled receptor gene, comple 

34495jr_at Cluster Incl, AJO 1 1 733 :Homo sapi^s mRNA for synaptogyrin 4 protein / 

20 375 14_s_at Cluster Incl. AB008047:Homo sapiens sMAP mRNA for small AffiL-associate 

39220_at Cluster Incl. T92248:yel8d03,sl Homo sapiens cDNA, 3 end /clone==IMAGE- 

36640_at Cluster IncL X66141:Hj5apiens mRNA for cardiac ventricular myosin Ugh 

39190_s_at Cluster Incl. AC002126:Homo sapiens DNA fix>m chromosome 19-cosmids R3 

33105_at Cluster IncL W28790;54g3 Homo sapiens cDNA /gb=W28790 /gi=1308945 /ug= 

25 1207 jat X66365 /FEATURE=cds /DEFINITION-HSSTHPKF H,sapiens mRNA PLSTIRE for seri 



METAGENE350: 



32062_at Cluster hicL D25216:Human mRNA for KIAA0014 gene, complete cds /cds=(l 

30 36555_at Clust^ IncL AF0443 1 1 :Homo sapiens gamma-s3aiuclein gene, complete cds 

39878_at Cluster Mel. AI524125:th09dl 1 .xl Homo sapiens cDNA, 3 end /clone^IMAO 



METAGENE351 : 



35 32001_s_at Cluster Incl M80482:Human subtilisin-like protein (PACE4) mRNA, comp 

35055__at Cluster lacL X5328 1 :H.sapiens BTF3b mRNA /cds=(239,727) /gb=X5328 1 /gi 

34042__at Cluster IncL U96769:Homo sapiens chondroadherin gene, Sflanking region 

35437_at Cluster IncL M88461 :Humau neuropeptide Y peptide YY receptor mRNA, com 

37486J[_at Cluster IncL U68385:Human Meisl-related protein 2 CMRG2), mRNA, part 
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37811. 




Cluster IncL AF042792:Homo sapiens alpha 2 delta calcium channel subun 




38167. 


at 


Cluster Incl. AB020704:Homo sapiens mRNA for KIAA0897 protein, partial 




38954. 


at 


Cluster Incl. Y18423:Homo s£^iens VIP2R gene, exons 1-2 (and joined CDS 




39583. 


-at 


Cluster IncL AF030435:Homo sapiens glioma amplified on chromosome 1 pr 


5 


39992. 


-at 


Cluster IncL AF030302:Homo sapiens p45-BWRlA (BWRl-A) mKNA, complete 




V 

40016_g_at 


Cluster IncL AB002301 :Human mRNA for KIAA0303 gene, partial cds Zeds 




41655. 


-at 


Cluster IncL AL034399:dA191P20.2 (novel Fibronectin type IH domain co 




35175^ 


-t.at 


Cluster IncL X70940:H.sapiens mRNA for elongation fector 1 alpha-2 / 


10 


35216. 


.at 


Cluster IncL X79440:H,sapiens mRNA for NADP+<lependent malic enzyme /c 




36499 


at 


Cluster IncL D87469:Human mRNA for KIAA0279 gene, partial cds /cds^(0. 




36859„ 


.at 


Clust^ IncL AF067724:Homo sapiens nm23-I15 mRNA, complete cds /cds=(48 




38688. 


.at 


Cluster IncL AB007930:Homo sapiens mRNA for KIAA0461 perotein, partial 




39014. 


.at 


Cluster IncL D84239:Homo sapiens mRNA for IgG Fc binding protein, comp 


15 


39378_ 


_at 


Cluster IncL U17999:HSU17999 Homo sapiens cDNA /clone=B49B32B27 /gb=Ul 




39421^ 


.at 


Cluster IncL D43969:Human AMLl mRNA for AMLlc protein (alternatively s 




3978 1_ 


_at 


Cluster IncL U20982:Human insulin-like growth factor binding protein-4 




33452. 


-at 


Cluster IncL Ml 55 18:Human tissue-type plasminogen activator (t-PA) mRN 




33825. 


.at 


Cluster Incl. X68733:H,sapiens gene for alphal-antichymotrypsin, exon 1 


20 


34408. 


-.at 


Cluster IncL AF004222:Homo sapiens RTN2-A (RTN2) mRNA, complete cds /c 




35778. 


_at 


Cluster LdcL ABOl 1 IGStHomo sapiens niRNA for KIAA053 1 protein, complete 




36179. 


_at 


Cluster IncL U12779:Human MAP kinase activated protein kinase 2 mRNA, 




40986. 


-S„at 


Cluster IncL AA058852:z£65al l.sl Homo salens cDNA, 3 end /clone=IM 




41328. 


_s_at 


Cluster IncL AL096717:Homo sapiens mRNA; cDNA DKFZp564P0662 (from cl 


25 


1737_s_at 


M62403 /FEATURE- /DEFINITION=HUMIGFBP5 Human insulin-like growth 




facto 







1241_at U14603 /FEATURE= /DEFINITION=HSU14603 Human protein-tyrosine phosphatase 

943_at D43968/FEATURE=/DEFINITION=HUMAMLlBAH^ 

protein 

30 573_at M86826 /FEATURE- /DEFINmON=HUMIGFACID Human IGF binding protein 
complex 

METAGENE352: 

35 37222_at Cluster IncL X79389:H.sapiens GSTTl mRNA /cds=(0,722) /gb-X79389 /gi==5 

35836_at Cluster IncL AB019408:Homo sapiens mRNA, expressed in fibroblasts of p 

375_at Z84718 /FEATURE=mRNA#l /DEFINITION=HS322Bl Human DNA sequence from 
clone 
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METAGENE353: 





34970. 


jrjat 


Cluster lacL AI655458:ttl3a03.xl Homo sapiens cDNA, 3 end /clone=IM 




37779„ 


.at 


Cluster IncL Y08 1 34:H.sapiens mRNA for ASM -like phosphodiesterase 3b / 


5 


31816^ 


.at 


Cluster IncL X55079:Huuian lysosomal alpha-glucosidase gene exon 1 /cds 




33758^ 


/-.at 


Cluster Incl. U25988:Human pregnancy-specific glycoprotein 13 (PSG13) 




33879 


_at 


Cluster Incl. U79528:Human SR31747 binding protein 1 mRNA, complete cds 




37761; 


.at 


Cluster IncL AB015020:Homo sapiens mRNA for BAP2-beta protein, complet 




38029_ 


.at 


Cluster IncL J02939:Human membrane glycoprotein 4F2 antigen heavy chai 


10 


38429. 


_at 


Cluster IncL U29344:Human breast carcinoma fatty acid synthase mRNA, c 




39185_ 


_at 


Cluster IncL AF091083:Homo sapiens clone 628 unknoivn mRNA, complete se 



1813_at Bpidermal Growth Factor Receptor-Related Protein 



15 



20 



METAGENE354: 

38 156_at Cluster IncL U783 13:Human myogenic repressor I-mf (MDFI) mRNA, complet 

34277_at Cluster IncL ABOl 8 195:Homo sapiens ca xi mRNA for caibonic anhydrase-r 

38286_at Cluster IncL AB028994:Homo sapiens mRNA for KIAA1071 protem, partial 

39417_at Cluster IncJ. AB028951:Homo sapiens mRNA for KIAA1028 protein, partial 

METAGENE355: 



25 



30 



35 



36694_at 

37422„at 

38228_g_at 

33787_at 

36497_at 

36550_at 

38653_at 

39754_at 

33371_s_at 

41534_at 

2058_s_at 

mR 

719^_at 
proteas 
273 _g_at 
releasing pepti 



Cluster IncL AF043472:Homo sapiens Shab-related delayed-rectifier K4- c 
Cluster IncL S71018:cyclophilin C [human, kidney, mRNA, 883 nt] /cds==( 
Cluster IncL AB006909:Homo sapiens mRNA for A-type microphthalmia as 
Cluster IncL ABOl 1 109:Homo sapiens mRNA for KIAA0537 protein, complete 
Cluster IncL W28438:47gl0 Homo sapiens cDNA /gb=W28438 /gi=1308449 /ug 
Cluster IncL AL049S38:Human DNA sequence from clone 1 1 7516 on chromoso 
Cluster IncL Dl 1428:Homo s^iens mRNA for PMP-22(PAS-II/SR13/Qas-3), c 
Cluster IncL X53002:Human mRNA for integrin beta-5 subunit/cds=(336,2 
Cluster IncL U59877:Human low-Mr GTP-binding protein (RAB31) mRNA, c 
Cluster IncL AB006755:Homo salens mRNA for PCDH7 (BH-Pcdh)a, complete 
M35011 /FEATURE=/DEFINITION==HlJMIBSUB Human integrin beta-5 subunit 

D87258 /FEATURE- /DEFINlTION=D87258 Homo sapiens mRNA for serin 

K02054 /FBATURE==mRNA /DEFINITI0N=HUMGRP5E Human gastrin- 
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METAGENE356; 



10 



15 



39605_at 
32092_at 
32648_at 
33795_at 
34720_at 
35716„at 
36899_at 

CO 

38003_s_at 
40054_at 
40141_at 
37294 at 



Cluster Incl. X74142:H.sapiens HBF-1 mRNA for transcription fector Zeds 
Cluster Incl. AB007937:Homo sapiens mRNA for KIAA0468 protein, complete 
Cluster Incl. U15979:Human (dlk) mRNA, complete cds /cds=(173,1321) /gb 
Cluster Incl. AB006630:Homo sapiens mRNA for KIAA0292 gene, partial cds 
Cluster Incl- U85193:Human nuclear fector I-B2 (NFIB2) mRNA, complete c 
Cluster Incl. AB008 164:HQmo sapiens mRNA for ST1C2, complete cds /cds=( 
Cluster Incl. M97287:Human MAR/SAR DNA binding protein (SATBl) mRNA, 



Cluster Incl. U94905:Human diacylglycerol kinase zeta mRNA, altemati 
Cluster TncL D43949:Human mRNA for KIAA0082 gene, partial cds /cds=(0. 
Cluster Incl. AB014595:Homo sapiens mRNA for KIAA0695 protein, complete 
Cluster Incl. X61 123:Human BTGl mRNA /cds=(308,823) /gb=X61 123 /gi=2950 
1364__at M93426 /FEATURE^ /DEFIMTION==HUMPTPRZ Human protein tyrosine phosphatase 
174_s_at U61 167 /FEATURE= /DEFINITION=HSU61 167 Human SH3 domain-containing 

prote 



20 



25 



30 



METAGENE 357 : 

35 177_at Cluster IncL AB018268:Homo sapiens mRNA for KIAA0725 protein, partial 

39017 jat Cluster IncL AJ238094:Homo sapiens mRNA for Lsml protein /cds=(l 88,589 

40424_at Cluster Incl. AI017935:ou43hl0.xl Homo sapiens cDNA, 3 end /clone=IMAG 

35804_at Cluster Incl. AB022785:Homo sapiens ASH2L gene, complete cds, similar t 

2056_at M34641 /FEATURE^ /DEFINmON=HUMFGFl A Human fibroblast growth factor (FG 
2057 _^_at 
&ctor ( 
424j5_at 
forfibro 



M34641 /FEATURE^ /DEFINITION=HUMFGFl A Human fibroblast growth 
X66945 /FEATURE=cds /DEFINraON=HSNSAMTK H.sapiens N-sam mRNA 



METAGENE 358 



35 



37498^ 


at 


39302_ 


>at 


39625. 


_at 


clon 




31792_ 


_at 


36515. 




36873 


at 



Cluster Incl. AL050404:Human DNA sequence from clone 955M13 on chromoso 
Cluster Incl. X56807:Human DSC2 mRNA for desmocollins type 2a and 2b /c 
Cluster IncL AL050204:Homo sapiens mRNA; cDNA DKFZp586F1223 (from 

Cluster Inch M20560:Human lipocortin-ni mRNA, complete cds /cds==(46,l 
Cluster IncL AJ238764:Homo sapiens mRNA forUDP-N-acetylglucosamine-2- 
Cluster IncL Dl6532:Human gene for very low density lipoprotein recqpt 
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10 



15 



37225_at Cluster IncL D79994:Human inRNA for KIAA0172 gene, partial cds /cds*(0, 

37544_at Cluster Incl. X64318:H.sapiens E4BP4 gene /cds=(2 13,1 601) /gb-X64318 /g 

40423 jat Cli^ter Incl. AB0207 lO:Homo sapiens noRNA for KIAA0903 protein, partial 

34850_at Cluster Incl. ABOl 7644:Honio sapiens mRNA for ubiquitin-conjugating enzy 

35335_at Cluster IncL AB014519:Homo sapiens mRNA for KIAA0619 protein, complete 

35342_at Cluster Incl. AF052159:Homo sapiens clone 2441 6 mRNA sequence /cds^UlvIKN 

35803_at Cluster IncL S82240:RhoE=26 kda GTPase homolog [human, HeLa cell line, 

358 16_at Cluster IncL U46692:Human cystatin B gene, complete cds /cds=(96,392) 

37047_at Cluster IncL AF002020;Homo sapiens Niemann-Pick C disease protein (NPC 

37327_at Cluster IncL X00588:Hu]nan xnRNA for precursor of epidermal growth facto 

1674_at M15990 /FEATURE=/DEFI>mON='HUMCYESl Human c-yes-1 mRNA 
408_at X54489 /FEATURE=mKNA /DEFINrnON«=HSMGSAG Human gene for melanoma 
growths 

339_at AF035752 /FEATURE= /DEFINraON=AF035752 Homo s^iens caveolin-2 mRNA, com 
METAGENE 359 : ' 



20 



25 



30 



35 



32971_ 


at 


37860^ 


at 


clon 




41018_ 


at 


clone 




41418, 


.at 


33698_ 


_at 


34178_ 


_at 


35675_ 


-at 


36084^ 


.at 


37192. 


.at 


37563, 


.at 


38621. 


.at 


38628_ 


_at 


40149. 


.at 


clon 




40446_ 


_at 


40829_ 


_at 


40837_ 


_at 


33822, 


-at 


33901^ 


-.at 


36129 


at 



Cluster IncL L27479:Human X123 mRNA, 3 end /cds=(2,739) /gb=L27479 /g 
Cluster IncL AL049942:Homo sapiens mRNA; cDNA DKFZp564F1422 (fix>m 

Cluster IncL AL05001S:Homo sapiens mRNA; cDNA DKFZpS640243 (£rom 

Cluster IncL AB020628:Homo sapiens mRNA for KIAA0821 protein, complete 
Cluster IncL AB028975:Homo sapiens mRNA for KIAA1052 protein, complete 
Cluster IncL AI884738:wl84b02.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AF037261:Homo sapiens SH3-containing adaptor moIecule-1 m 
Cluster IncL D38548:Human mRNA for KIAA0076 gene, complete cds /cds=(8 
Cluster IncL U28389:Himian dematin 52 kDa subunit mRNA, complete cds /c 
Cluster IncL AB007871:Homo sapiens KIAA0411 mRNA, complete cds /cds=(0 
Cluster IncL AJ012008:Homo sapiens genes encoding RNCC protein, DDAH p 
Cluster IncL AF029777:Homo sapiens histone acetyltransferase (GCN5) mR. 
Cluster IncL AL049924:Homo sapiens mRNA; cDNA DKFZp547Gl 1 10 i&om 

Cluster IncL AL021366;cICK0721Q.4.1 (PHD finger protein 2) (isofonn 2) 
Cluster IncL AB028960;Homo sapiens mRNA for KIAA1037 protein, partial 
Cluster IncL M99436:Human transducin-like enhancer protein (TLE2) mRNA 
Cluster IncL Zl 1584;H.sapiens mRNA for NuMA protem /cds-(258,6563) /g 
Cluster IncL U8 1375:Human placental equilibrative nncleoside transport 
Cluster incl. AB007857:Homo sapiens KIAA0397 mRNA, complete cds /cds=(5 
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38 109_at Cluster Incl. AF020S44:Homo sapiens inaclive palmitoyl-protein thioeste 

38398_at Cluster IncL AB002356:Human mKNA for KIAA0358 gene, complete cds /cds^ 

38810_at Cluster Incl. AF039241:AF039241 Homo sapiens cDNA /clone^l l-67js /gb=AF 

39 103_s_at Cluster Incl. H98552:yv97h03.sl Homo sapiens cDNA, 3 end /clone=IMAG 

5 39164_at Cluster Incl. AF099149:Homo sapiens TRIADl type I mRNA, complete cds /c 

39866_at Cluster Incl. AB028986:Homo sapiens mRNA for KIAA1063 protein, partial 

402 1 9_at Cluster Incl. AI796944:we25b03 jcl Homo sapiens cDNA, 3 end /clone=IMAG 

40997_at Cluster Incl. AI660963:w£20e04.xl Homo sapiens cDNA, 3 end /clone^'IMAO 

1047_s__at U37055 /FEATURE=mKNA /DEFINmON=HSU37055 Human hepatocsyte 
10 growth fact 

320_at D83703 /FEATURE== /DEFINmON=D83703 Homo sapiens mRNA for peroxisome asse 

329_js_at Nuclear Mitotic Apparatus Protein 1, Alt Splice Form 2 

162_at U44839 /FEATURE^' /DEFINmON=HSU44839 Human putative ubiquitin C-terminal 

15 METAGENE 360 : 



20 



32382_at Cluster Incl. AB015234:Homo sapiex^ mRNA for uroplakin lb, complete cds 

39077_at Cluster Incl. U4l843:Human Drl-associated corepressor (DllAFl) mRNA, com 

36587_at Cluster Incl. Zl 1692:H.sapiens mRNA for elongation factor 2 /cds^(0;257 

36683_at Ouster Incl. A1953789:wx69dl0.xl Homo sapiens cDNA, 3 end /clone=IMAG 

41831_at Cluster Incl. AF077820:Homo sapiens LDL receptor member LR3 mRNA» compl 



METAGENE 361 : 

25 37883_i_at Cluster Incl. AI375033:ta66elO,xl Homo sapiens cDNA, 3 end /clone=IM 

41680_at Cluster Incl. AF007170:Homo sapiens DEME-6 mRNA, partial cds /cds=(0,17 

33263_at Cluster Incl. X67098:H.sapiens rTS alpha mRNA containing four open read 

37932_at Cluster Incl. Y12490:Homo sapiens mRNA for Golgi-associated microtubule 

39D72_at Cluster Incl, L07648:Human MXIl mRNA, complete cds /cds=(208,894) /gb=*L 

30 40405_at Cluster Incl. X70991 :H.sapiens MADER mRNA /cds==(0,1427) /gb=X7099 1 /gi= 

32154_at Cluster Incl. M36711:Human sequence-specific DNA-binding protein (AP-2) 

1629_s_at Tyrosine Phosphatase 1, Non-Receptor, Alt Splice 3 

654_at L07648 /FEATURE= /DEFINITION=HUMMXIl A Human MXIl mRNA, complete cds 
243 _g_at M64571/FEATURE-mRNA/DEFIMTION=HU^^ 
35 associated p 



METAGENE 362 
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10 



15 



34151_at 
clon 

40735_at 
35169_at 
36043_at 
39530_at 
40926_at 
32522_f_at 
33141_at 
1746 s at 



Cluster Incl. AL050284:Homo sapiens mRNA; cDNA DKFZp586M1019 (from 



Cluster Incl. D16626:Human mRNA for histidase, complete cds /cds=(243,2 
Cluster Incl. AI982638:wt53c06.xl Homo sapiens cDNA, 3 end /clone==IMAG 
Cluster Incl. AF070577:Homo sapiens clone 24461 mRNA sequence /cds=IINKN 
Cluster Incl. L35240:Human enigma gene, complete cds /cds=(0,1367) /gb== 
Cluster Incl. U36341:Human Xq28 cosmid, creatine transporter (SLC6A8) g 
Cluster Incl. M20469:Human brain-type clathrin ligbt-chain b mRNA, co 
Cluster incL M84472:Humau 17-beta-hydroxysteroid dehydrogenase (EDH17B 
Tumor Necrosis Factor Receptor 2 Associated Protein Trap3 
1587_at M38258 /FEATURE^ /DEFINITION=HlJMRARGA Human retinoic acid receptor gamma 
406_at X53587/FEATURE==TORNA/DEFnsrmON=HSI^^ 

355_s_at D38037 /FEATURE= yDEFINITION-mJMOTK4 Human mRNA for FK506- 

binding prqte 

METAGENE363 : 



3454 l_at Cluster IncL L02867:Homo sapiens 62 kDa paraneoplastic antigen mRNA» 3 

33714_at Cluster IncL Y10043:Homo se^iens mRNA for high mobility group protein 

20 39002_at Cluster IncL AJ010063:Homo sapiens telethonin gene /cds=K10,513) /gb==A 

33370 jc_at Cluster IncL U60205:Human methyl sterol oxidase (ERG25) mRNA, comple 

40592_at Cluster McL L13329:Homo sapiens iduronate-2-sulfatase (IDS) gene /cds 

1901_s_at M12036 /FEATURE=cds /DEFINITION=HUMHER2B Human tyrosine kinase- 
tjrpere 

25 88 l_at M35198 /FEATURE- /DEFIMTION=HUMINTB6A Human integrin B~6 mRNA, 
complete 



METAGENE364: 



30 


32314__g_at 


Cluster IncL M12125:Human fibroblast muscle-type tropomyosin mRNA, c 




41388. 


at 


Cluster IncL AF017418:Homo sapiens homeobox protein MEIS2 (MEIS2) mRNA 




41478. 


at 


Cluster IncL AL033538:Human DNA sequence fiom clone 477H23 on chromoso 




33222. 


.at 


Cluster IncL AB017365:Homo sapiens mRNA for fiizzled-7, complete cds / 




33240_ 


.at 


V 

Cluster IncL AB029018:Homo sapiens mRNA for KIAA1095 protein, partial 


35 


34203^ 


.at 


Cluster IncL D17408:Homo sapiens mRNA for calpomn, complete cds /cds= 




34265^ 


.at 


Cluster Incl. Y00757:Human mRNA for polypeptide 7B2 /cds=(28,663) /gb=y 




35698. 


-at 


Cluster IncL Y003 18:Human jnRNA for complement control protein factor I 




35703. 


-at 


Cluster IncL X06374:Human mRNA for platelet-derived growth fector PDGF 




36061. 


jat 


Cluster IncL AF0093 14:Homo sapi^ clone TUA8 Cri-du-chat region mRNA 
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36073 jat Cluster IncL U35 139:Human NECDIN related piotein xnRNA, complete cds /c 

36890_at Cluster Incl. AF001691 :Homo sapiens 195 kDa comified envelope precui^so 

37929jat Cluster IncL AB017563:Homo sapiens IGSF4 gene /cds=(0,1328) /gb=AB0175 

3795 l_at Cluster Incl. AF035119:Homo sapiens deleted in liver cancer-1 (DLC-1) m 

32206_at Cluster Incl. AB007920:Homo sapiens mRNA for KIAA045 1 protein, complete 

32755_at Cluster Incl. X13839:Hunian mRNA for vascular smooth muscle alpha-actin 

36577_at Cluster Incl. Z24725:H.sapiens mitogen inducible gene mig-2, complete C 

39528_at Cluster Incl. L24564:Human Rad mRNA, complete cds /cds=(123,1049) /gb=L 

40230_at Cluster Incl. U91903:Human Fritz mRNA, complete cds /cds=(69,lM6) /gb= 

41273 at Clusterlncl. AL046940d3KFZp586I0517jrlHomos£^iemcDNA, 5 end/clon 



METAGENE365: 



31593_at Cluster Incl. Z70200:H.sapiens gene for U5snRNP-specific200kD protein • 

15 3 1597_r_at Cluster IncL L36055:Human 4E-binding protein 1 mRNA, complete cds /c 

33642_s_at Cluster Incl. U17986:Human GABA/noradrenaline transporter mRNA, compl 
3401 6_s_at Cluster Incl. X78338:Synthetic adenovirus transformed human retina ce ' 
35438_at Cluster IncL X87852:H-sapiens mRNA for SEX gene /cds=(l 84,5799) /gb=X8 

38200_at Cluster IncL Ul 1690:Human feciogenital dysplasia (FGDl) mRNA, complete 

20 39235__at ' Cluster IncL AC003038:HunianDNAfi:om chromosome 19-specificcosmidR30 
35243 jat Cluster IncL AA535884:nf90d04.sl Homo sapiens cDNA, 3 end /clone=IMAG 

37965_at Cluster IncL AA181053:zp66gll.sl Homo sapiens cDNA, 3 end/clone^IMAG 

40465_at Cluster IncL AF026402:Homo sapiens U5 snRNP 100 kD protein mRNA, compl 

36987_at Cluster IncL M94362:Human lamin B2 (LAMB2) mRNA, partial cds /cds={0,l 

25 37719_at Cluster Incl. AF070539:Homo sapiens clone 24433 myelodysplasia/myeloid 

32543_at Cluster IncL M84739:Human autoantigen calreticulin mRNA, complete cds 

32559_s_at Cluster IncL AJ238096:Homo sapiens mRNA for Lsm4 protein /cds=(23,44 
1979_s_at X55504 /FEATUREr=cds /DEFINITION-HSP120A H.sapiens nsRNA for P120 

- antige 

30 1775_at L24559 /FEATURE^ /DEFINmON=HUMDNSPOLA Homo sapiens DNA polymerase 
alph 

1781 jat M25269 /FEATURE^ /DEFINITION==HUMELKlAHomo sapiens tyrosine kinase (ELKl 
1752„at AD000092 /FEATURE=cds#6 /DEFINrnON=CH19HHR23 Homo sapiens DNA from chro 
1462_s„at M80397 /FEATURE^ /DEFINITION^HUMDNAPOLC Human DNA polymerase 
35 delta cat 

I224_at X66363 /FEATURE-cds /DEFINITION=HSSTHPKD H.sapiens mRNA PCTAIRE-1 for se 
1225^_at X66363 /FEATURE=cds /DEFINITION=HSSTHPKD H.sapiens mRNA 
PCTAIRE-1 for 

1 100 at L76191 /FEATlJRE==mRNA /DEFINmON=HUMIlR Homo sapiens interleukuirl recep 
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410 s at 



X57152 /FEATURE=inRNA#l /DEFBsrrnON=HSCKIIBE Human gene for casein 



METAGENE 366 : 



31527_at Cluster Incl. X17206:Human mRNA for LLRep3 /cds={240,905) /gb=X17206 /g 

3173 l_at Cluster Incl. AF013956:Homo sapiens Polycomb 2 homolog (hPc2) mRNA, com 

39281_at Cluster IncL AB002378:Human niElNA for KIAA0380 gene, complete cds /cds= 

33781_s_at Cluster Incl. AF075599:Homo seqpiens ubiquitin conjugating enzyme 12 ( 

10 35 155jat Cluster IncL AC005306:Homo sapiens chromosome 19, cosmid R27216 /cds=( 

36554_at Cluster IncL Y15521:Homo sapiens ASMTL gene /cds={0,1889) /gb=Y15521 / 

37911„at Cluster IncL U07158:Human syntaxin mKNA, complete cds /cds-(66,959) /g 

40439_at Cluster IncL AF047469:Homo sapiens arsenite translocating ATPase (ASNA 

408 15_g_at Cluster IncL L40586:Homo sapiens iduronate-2-sulphatase (IDS) mRNA, 

15 35798_at Cluster IncL W25936: 15b5 Homo sapiens cDNA /gb-W25936 /gi=1306059 /ug= 

361 80_s_at Cluster Incl. X75346:H.sapiens mRNA for MAP kinase activated protein 
36653_g_at Cluster IncL J03824:Human uroporphyrinogen III synthase mRNA, comple 
37048_at Cluster IncL U58970:Human putative outer mitochondrial m^brane 34 kDa 

37690_at Cluster IncL U61263:Human acetolactate synthase homolog mRNA, complete 

20 38372_at Cluster Incl. U66042:Human clone 191B7 placenta expressed mKNA from chr 

38373_gjat Cluster IncL U66042:Human clone 191B7 placenta expressed mRNA from c 
40280_at Cluster IncL U72508:Human B7 mRNA, complete cds /cds=(l 12,1050) /gb-U7 

41308_at Cluster IncL U37408:Homo sapiens phosphoprotein CtBP mRNA, complete cd 

2016_s_at . M64241 /FEATURE- /DEFINITION=HUMQM Human Wihn s tumor-related 

25 protein 

1926_at U48801 /FEATURE= /DEFINinON=HSU48801 Human vascular endothelial growdi 
1836_at D50310 /FEATURE^ /DEFINITTON^^HUMCYI Human mKNA for cyclin I, complete cd 
1764_s_at D85131 /FEATURE= /DEFINITION=D85 131 Homo sapiens mRNA for Myo- 
associat 

30 1 158_s_at J04046 /FEATURE-mRNA /DEFESnm:ON=HUMCAMA Human cahnodulin 
niRNA, comple 

922_at J02902 /FEATURE===mKNA /DEFINITION=^HUMP2A Human protein phosphatase 2A regu 
838__s_at U45328 /FEATURE^ /DEFINniON-HSU45328 Human ubiquitin-conjugating 

enzym 

35 605_at L78833 /FEATURE=exon#36 /DEFINITION-HUMBRCAl Human BRCAl, Rho7 and 
vatig 

434_at X03473 /FEATURE=cds /DEFINITION=HSHIS10G Human gene for histone H1(0) 
392^_at X89416 /FEATURE=cds /DEFINITION=HSRNAPPP5 Ksapiens mKNA for 

protein ph 
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318_at D64142 /FEATURE==mRNA /DEFINmON=D64142 Human mRNA for histone Hlx, 
compl 

146_at U81802 /FEATURE= /DEFINrnON=HSU81802 Human Ptdlns 4-kmase ^I4Kb) mRNA, 
5 METAGENE367: 

Cluster Incl. J03242:Human insulin-Ike growth factor It mRNA, complet 
Cluster Incl. AF0501 10:Homo sapiens TGFb inducible early protein and ea 
Cluster Incl. D6703 1 :Homo sapiens ADDL mRNA for adducin-like protein, c 
Cluster Incl. U37122:Human adducin ganama subunit mRNA, complete cds / 
1319_at X74764 /FEATURE=«cds /DEFIN[TION=HSRPTKH.sapiens mRNA for receptor prote 
224_at S8 1439 /FEATURE=^ /DEFINmON=S8 1439 EGR alpha==early growth response gene 



36782_s_at 
38374_at 
33102_at 
10 33103 s at 



3V1ETAGENE 368 : 



15 



20 



31688^ 


.at 


35094_ 


-t.at 


34438. 


.at 


37070. 


.at 


33744_ 


-.at 


clone 




37922_ 


Jit 


36148_ 


-at 


40257 


-.at 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster bicl. 
Cluster Incl. 

Cluster Bad. 
Cluster Incl. 
Cluster Incl. 



AF005080:Homo sapiens skin-specific protein (xp5) mRNA, c 
AF025527:Honio sapiens leucocyte immunoglobulin-like rec 
U71364:Human serine proteinase inhibitor (P19) mRNA, comp 
D14720:Homo sapiens gene for peripheral myelin protein ze 
AL080150:Homo sapiens mRNA; cDNA DKFZp434D174 (fitim 

L02648:Homo sapiens (clone V6) transcobalamin n (TCN2) m 
U48437:Himian amyloid precursor-like protein 1 mRNA, compl 
AI400011:tg85a05.xl Homo salens cDNA, 3 end /clone=IMAG 



25 



METAGENE 369 : 



31364, 


JLat 


Cluster Incl. W27762:37c6 Homo sapiens cDNA /gb=W27762 /gi==1307710 /u 


33943_ 


at 


Cluster IhcL L20941:Human ferritin heavy chain mRNA, complete cds /cds 


33237^ 


at 


Cluster Incl. AB018344:Homo s^iens mRNA for KIAA0801 protein, complete 


36507^ 


.at 


Cluster Incl. D30612:Homo s£q}iens mRNA for repressor protem, partial c 


37961. 


.at 


Cluster Incl. U90907:Human clone 23907 mRNA sequence /cds^UNKNOWN 


/gb=U 






38712_ 


.at 


Cluster Incl. AL035291:H.sapiens gene from PACs 125H23 and 105D12 /cds= 


38969^ 


.at 


Cluster Incl. AI828168:wk32h09.xl Homo sapiens cDNA, 3 end /clonB=IMAG 


35833_ 


_at 


Cluster IncL AL080184:Homo sapiens mRNA; cDNA DKFZp434O071 (from 


clone 






38381. 


_at 


Cluster Incl. U32315:Human syntaxin 3 mRNA, complete cds /cds=«(38,907) 


41296. 


js_at 


Cluster Incl. W27761:37c5 Homo sapiens cDNA /gb=W27761 /gi='l307709 /u 
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1904_at D50692 /FEATURE'^ /DEFINITION=HUMAMYl Homo sapiens mRNA for c-myc 
binding 

1 60033_s_at NM J)06297 /FEATURE==niRNA /DEFINITION=Homo sapiens X-ray r^air 
comple 

METAGENE 370 : 



3 1508 jat Cluster IncL S73591 :biain-expressed HHCPA78 homolog piuman, HL-60 acut 

37416_at Cluster IncL 235227:H.sapiens TTF mRNA for small G protein /cds=(579,l 

10 39297jat Cluster IncL U38810:Human mab-21 cell fate-determining protein homolog 

36867_at Cluster IncL W03846:za60a02.rl Homo sapiens cDNA, 5 end /cIone?==IMAGE- 

38717_at Cluster IncL AL050159:Homo sapiens mRNA; cDNA DKFZp586A0522 (&om 

clon 

38968 jat Cluster IncL AB005047:Homo sapiens mRNA for SH3 binding protein, compl 

15 40775_at Cluster IncL AL02 1786:Humaix DNA sequence fiom PAC 696H22 on chromosome 

32778_at Cluster IncL D26070:Human mRNA for type 1 inositol 1,4,5-trisphosphate 

32779_s_at Cluster IncL U23850:Human inositol 1,4,5 trisphosphate receptor type 
34363_at Cluster IncL Zl 1793:H.sapiens mRNA for selenoprotein P /cds=={36,l 1 8 1) 

34877_at Cluster IncL AL03983 l:DKFZp434Dl 1 12_sl Homo sapiens cDNA, 3 end /clon 

20 38737_at Ouster IncL X57025:Human IGF-I mRNA for insulm-like growth factor I 

1975_s_at X03563 /FEATURE=cds /DEFINmON=HSIGFlGl Human gene for insulin-like 
g 

1 625_at Insulin-Like Growth Factor lb 

1527_s_at U50527 /FEATURE= yDEFINITION==HSU50527 Human BRCA2 region, mRNA 

25 sequenc 

1501_at X57025 /FEATURE=mRNA /DEFINITION=HSlGFACI Human IGF-I mRNA for insulin-1 
755_at D26070 /FEATURE^mRNA /DEFINITION=HUMINSP3Rl Human mRNA for type 1 
inosito 

30 METAGENE 371 : 

35 1 13 jat Cluster IncL X98332:H,sapiens mRNA for organic cation transporter, liv 

35457 at Cluster IncL U20325:Human cocaine and amphetamine regulated transcript 

37444_at Cluster IncL AFQ28827:Homo sapiens Tax interaction protein 40 mRNA, pa 

35 36823_at Cluster IncL AF055026:Homo sapiens clone 24444 RaP2 interacting protei 

1 5 14_g_at Antigen, Prostate Specific, Alt. Splice Form 3 

METAGENE 372: 
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10 



15 



20 



25 



30 



35 



32441_at Cluster Incl. XS2142:Hiiman mRNA for CTP synflietase (EC 6.3.4.2) /cds=(7 

36720_at Cluster Incl. AA873266:oh68e03.sl Homo sapiens cDNA, 3 end /clone^IMAG 

37432_g_at Cluster Incl. AF077953 :Homo sapiens protein inhibitor of activated ST 

39219_at Cluster Incl. U20240:Human C/EBP gamma mRNA, complete cds /cds=(250,702 

41057_at Cluster Incl. AI760162:wg58e09.xl Homo sapiens cDNA, 3 end /clone^IMAG 

41450_at Cluster Incl. AI5 53878 :tn30a05.xl Homo sapiens cDNA, 3 end /clone^IMAG 

41451_s_at Cluster Incl. W28498:50e2 Homo sapiens cDNA /gb-W28498 /gi=1308653 /u 

3 1 863_at Cluster IncL D80001 :Human mRNA for KIAA0179 gene, partial cds /cds=(0, 

32069_at ' Cluster IncL AB014515:Homo sapiens n[iRNA for KIAA0615 protein, complete 

3324 l_at Cluster IncL ABO 14526:Homo sapi^ mBKA for KIAA0626 protein, complete 

3381S_at Cluster IncL J03626:Human UMP synthase mRNA, complete cds 
/cds^UNKNOWN 



36046„at 
clon 

36088_at 

36857_at 

37907_at 

38328_at 

38967_at 

39748_at 

clone 

39791_at 

40459_at 

40490_at 

41128_at 

41733_at 

41756_at 

35274_at 

35750_at 

clon 

36190_at 
36610_at 
36932_at 
37293_at 
37683_at 
37726_at 
37737_at 
38036_at 
38097 at 



Cluster IncL AL050144:Homo sapiens mRNA; cDNA DKFZp586C1620 (fiom 

Cluster IncL AJ006291 :Homo sapiens mRNA for leucine rich protein /cds= 
Cluster IncL AF0845 13:Homo sapiens DNA repair exonuclease (RECl) mRNA, 
Cluster IncL M34677:Human nested gene protein gene, complete cds /cds== 
Cluster IncL H10201:ym02c07.sl Homo sapiens cDNA, 3 end /cloncT^IMAGE- 
Cluster IncL AF054175:Homo sapiens mitochondrial proteolipid 68MP homo 
Cluster IncL AL050021:Homo sapiens mRNA; cDNA DKFZp564D016 i&om 

Cluster IncL M23 1 14:Homo sapiens calcium-ATPase (HKl) mRNA, complete c 
Cluster IncL S69189:peroxisomal acyl-coenzyme A oxidase [human, liver. 
Cluster IncL U41387:Human Gu protein mRNA, partial cds /cds=(0,2405) / 
Cluster IncL AF070537:Homo sapiens clone 24606 mRNA sequence /cds=UNKN 
Cluster IncL AC003007:Human Chromosome 16 BAC clone CIT987SK-A-61E3 /c 
Cluster IncL AJ010842:Homo sapiens mRNA for putative ATP(GTP)-binding 
Cluster IncL Y12226:H,sapiens mRNA for gamma-ads^ttn ycds=(28,2505) /g 
Cluster IncL AL049948:Homo sapiens mRNA; cDNA DKFZp564K0222 (&om 

Cluster IncL M632S6:Human major Yo paraneqplastic antigen (CDR2) mRNA, 
Cluster IncL D21 852:Human mRNA for KIAA0029 gene, partial cds /cds=(38 ' 
Cluster IncL D13636:Human mRNA for KIAAOOl 1 gene, complete cds /cds=(3 
Cluster IncL D43948:Human mRNA for KIAA0097 gene, complete cds /cds=(4 
Cluster IncL D80012:Human mRNA for KIAA019D gene, partial cds /cds=(0. 
Cluster IncL X06323:Human MRL3 mRNA for ribosomal protein L3 homologue 
Cluster IncL D25547:Homo sapiens mRNA for PIMT isozyme I, complete cds 
Cluster IncL L35035:Homo sapiens ribose 5-phosphate isomerase (RPI) mR 
Cluster IncL AF010313:Homo sapiens Pig8 (PIGS) mRNA, complete cds /cds 
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38473_at Cluster Mel. M63 1 80:Human threonyl-tRNA synthetase mRNA, complete cds 

40167_s_at Cluster Incl. AF038 1 87:Homo sapiens clone 23714 mRNA sequence /cds=lJN 
40537_at ' Cluster Incl. ABOl 8284:Homo sapiens mRNA for KIAA0741 protein, complete 

40613_at Cluster Incl. AL03 1775:dJ30M3.2 (novel protein) /cds=(0,260) /gb=AL0317 

40982_at Cluster Incl. AA926957:om68h06.sl Homo sapiens cDNA, 3 end /clone=IMAG 

32572_at Cluster Incl. X98296:H.sapiens mRNA for ubiquitin hydrolase /cds=(59,77 

32S95_at Cluster Incl. U07231:Homo sapiens G-rich sequence &ctor-l (GRSF-1) mRN 

33 121 g at Cluster Incl. AF045229:Homo sapiens regulator of G protein signaling 

1450_g_at D00763 /FEATURE= /DEFINITION=HUMPSC9 Human mRNA for proteasome 
subunit 



METAGENE 373 : 

34443_at Cluster Incl. R61362:yhl5c05.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 

15 39641__at Cluster Incl. X52486:Human mRNA for uracil-DNA glycosylase /cds=(79,io5 

407ip__at Cluster Incl. D86322:Homo sapiens n^EUSTA for calmegin, complete cds /cds= 

4 1 648_at Cluster Incl. ]^78706:H.sapi6ns mRNA for carnitine acetyltransferase /cd 

36876_at Cluster IncL M55 1 50:Human fumarylacetoacetate hydrolase mRNA, complete 

20 METAGENE 374: 



40649_at 

40746_at 

40764_at 
25 1554_f_at 

cytochrome P45 

1555_f_at 

(CYP2 A7) m 

1492_f„at 
30 P450IIA4 

1494_f„at 

P4501IA3 

1371_s_at 

IIB(hIIB 
35 1338_s_at 

P-450I 



Cluster Incl. X64810:H.sapiens encoding PC1/PC3 /cds=(l 89,2450) /gb=X64 ' 
Cluster Incl. L20814:Human glutamate receptor 2 (HBGR2) mRNA, complete 
Cluster Incl. M22632:Human mitochondrial aspartate aminotransferase mRN 
U22028 /FEATURE=expanded_cds /DEFINITION=HSU22028 Humau 

U22029 /FEATURE^ /DEFINITION=HSU22029 Hiiman cytochrome P450 

M33317 /FEATURE=mRNA /DEFINITION=HUMCYnA4A Human cytochrome 

M33318 /FEATURE=^mRNA /DEITNITION«HlJMCPIIA3A Human cytochrome 

M29874 /FEATURE^ /DEFINITION=HUMCYP2BB Human cytochrome P450- 

X13930 /FEATURE=cds /DEFINITION=HSCYP2A4 Human CYP2A4 mRNA for 



METAGENE 375 
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36941_at Cluster Incl. U16954ffluman (AFlq) mKNA, complete cds /cds-(355.627) /gb 

566_at M79462 /FEATURE= /DEFINITION=HUMPMLl Human PMI^l mRNA, complete CDS 

METAGENE 376 : 



33648_at 

38157_at 

37216_at 

38257_at 
10 40421_at 

36116_at 

39532_at 

40232_at 

l'778_g_at 
15 m 

1242 atU15655 



Cluster Incl. W28800:52gl2 Homo sapiens cDNA /gb=W28800 /gi=1308811 /ug 
Cluster IiicL AF059252:Homo sapiens clone 1 HLA class HI protein Dom3z 
Cluster Incl. AB023180:Homo s^iens mRNA forKIAA0963 protein, complete 
Cluster IhcL AF038406:Homo sapiens NADH dehydrogenase-ubiquinone Fe-S 
Clust^ Incl. U49070:Human peptidyl-prolyl isomerase and essential mito 
Cluster Incl. AJ000414:Homo sapiens mRNA for Cdc42-interacting protein 
Cluster Incl. L36463:Homo sapiens ras interactor (RINl) mRNA, complete 
Cluster Incl. U75370:Human mitochondrial RNA polymerase mRNA, nuclear g 
L36463 /FEATURE= /DEFINITION=HUMA Homo sapiens ras interactor (RINl) 

/FEATURE^ /DEFINinON=HSU15655 Human ets domain protein ERF mRNA, 



METAGENE 377: 



20 



25 



30 



35 



33993_at Cluster Incl. M22919:Human nonmuscle/smooth muscle alkali myosin light 

34433_at Cluster Incl. AF035299:Homo sapiens clone 23863 mRNA, partial cds /cds= 

35401 s_at Cluster Incl. AB021225:Homo sapiens mRNA for membrane-type-4 matrix m 
40325_at Cluster Incl. AB014460:Homo sapiens TSC2, NTHLl/NTHl and 

SLC9A3R2/E3KAR 
41113 at Cluster Incl. 



41641_at 

35727_at 

38313_at 

38348_at 

40120_at 

40127_at 

40825__at 

34345_at 

35742_at 

36126_at 

36127^^at 

37369_s_at 

37370_i_at 

38397 at 



AI871396:wl81f07.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. AJ223603:Homo sapiens mRNA encoding rat C4,4-like protein 
Cluster Incl. AI249721:q}64d06.xl Homo sapiens cDNA, 3 end/cloneF=IMAG 
Cluster Incl. AB02898S:Homo sapiens mRNA for KIAA1062 protein, partial 
Cluster Incl. X95 190:H.sapiens mRNA for Branched chain Acyl-CoA Oxidase 
Cluster Incl. X90999:H.sapiens mRNA for Glyoxalase U /cds=(36,818) /gb 
Cluster Incl. M95929:Human homeobox protein (PHOXl) mRNA, 3 end /cds=( 
Cluster Incl. AB025186:Homo sapiens mRNA for EB3 protein, complete cds 
Cluster Incl. AF02603 1 :Homo sapiens putative mitochondrial outer membra 
Cluster Incl. U95740:Human Chromosome 16 BAC clone CIT987SK-A-362G6 /cd 
Cluster Incl. U18919:Human chromosome 17ql2-21 mRNA, clone pOV-2, parti 
Cluster Incl. Ul 89 19:Human chromosome 17ql2-21 mRNA, clone pOV-2, par 
Cluster Incl. L41066:Homo sapiens NF-AT3 mRNA, complete cds /cds=(141 
Cluster iQcl. L41066:Homo sapiens NF-AT3 mRNA, complete cds /cds=(141 
Cluster Incl. U09196:Human 1.1 kb mRNA upregulated in retinoic acid tie 
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38423_at Cluster IncL L38935 Jlomo sapiens GT212 mRNA /cds=UNKNOWN /gb=L38935 

/g 

40 193_at Cluster Inch X5 1956:Human EN02 gene for neuron specific (gamma) enolas 

1087_at M60459 /FEATURE^ /DEFINITION=HUMERYTH Human erythropoietin receptor mRNA 
5 745_at D50495 /FEATURE=mRNA /DEFINI'nON=HUMTEF Homo sapiens mRNA for 
transcripti 

249_at L41066 /FEATURE= /DEFINITION-HUMNFAT3A Homo sapiens NF-AT3 mRNA, 
complete 

I41_s_at U75276 /FEATURE^ /DEFINniON=HSU75276 Human TFIIB related fector 

10 hBRF( 



METAGENE 378 : 



15 



20 



25 



30 



35 



31609_s_at 

36799_at 

37147_at 

39640_at 

32138_at 

3681 l_at 

36861_at 

37248_at 

37573__at 

38338_at 

38636_at 

38722_at 

39069_at 

39327_at 

39407_at 

39710_at 

39753_at 

40161_at 

40162_s_at 

40848_g_at 

41138_at 

32783_at 

33412_at 

33910„at 

clone 

33919 at 



Cluster Incl. L33799:Human procollagen C-proteinase enhancer protein 
Cluster Incl. L37882:Human frizzled gene product mRNA, complete cds /cd 
Cluster Incl. AF020044:Homo sapiens lymphocyte secreted C-type lectin p 
Cluster Incl. AB016789:Homo sapiens mRNA for Glutamine-fructose-6-.phosp 
Cluster Incl. L07807:Human dynamin mRNA^ alternative exons and complete 
Cluster Incl. U24389:Hnman lysyl o?cidase-like protein gene /cds=(446,21 
Cluster Incl. AL049946:Homo sapiens mRNA; cDNA DKFZp564I1922 (from clon 
Cluster Incl. U8341 1 :Homo sapiens carboxypeptidase Z precursor, mRNA, c 
Cluster Incl. AF007150:Homo sapiens clone 23767 and 23782 mRNA sequence 
Cluster IncL AI201 108:qf69g07.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. AB003 1 84:Homo sapiens mRNA for ISLR, complete cds /cds==(9 
Cluster Incl. X15880:Human mRNA for collagen VI alpha-1 C-tenninal glob 
Cluster IncL AF053944:Homo sapiens aortic carboxypeptidase-like protei 
Cluster incL D86983:Human mRNA for KIAA0230 gene, partial cds /cds=(0. 
Cluster IncL M22488:Human bone moiphogenetic protein 1 ^MP-1) mRNA /c 
Cluster IncL U30521:Human P31 1 HUM (3.1) mRNA, complete cds /cds=(202. 
Cluster IncL X06256:Human mRNA for integrin alpha 5 subunit /cds=<23,3 
Cluster IncL L32137;Human germline oligomeric matrix protein (COMP) mR 
Cluster IncL AC003 107:Human DNA from chromosome 19-specific cosmid R 
Cluster IncL AB018293:Homo sapiens mRNA for KIAA0750 protein, comple 
Cluster IncL M16279:Human MIC2 mRNA, complete cds /cds=(177,734) /gb==M 
Cluster IncL X82494:H.sapiens mRNA for fibulm-2 /cds=(69,3623) /gb=X8 
Cluster IncL AI535946:vicpro2.D07.r Homo sapiens cDNA, 5 end /clone_e 
Cluster IncL AL049338:Homo sapiens mRNA; cDNA DKFZp564P116 (from 

Cluster IncL AF022813:Homo sapiens tetraspan (NAG-2) mRNA, complete cd 
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10 



15 



20 



34802_at 

35347_at 

35740_at 

clone 

36149_at 

36993_at 

37005_at 

37032_at 

37408_at 

38126_at 

38442_at 

38775_at 

39542_at 

2088__s_at 

kinase, o 

1771_s„at 

growth f 

1233 s at 



Cluster Incl. X15882:Human mRNA for collagen VI alpha-2 C-tenninal glob 
Cluster Incl. AF093119:Homo sapiens UPHl (UPHl) mRNA, complete cds /cds 
Cluster Incl. AL050138:Homo sapiens mRNA; cDNA DKFZp586M121 (from 

Cluster Incl. D78014:Homo sapiens mRNA for dihydropyrimidinase related 
Cluster Incl. M332iO:Human colony stimulating factor 1 receptor (CSFIR) 
Cluster Incl. D28124:Hmnan mRNA for unknown product, complete cds /cds- 
Cluster Incl. U08021 :Human nicotinamide N-methyltransferase (NNMT) mRNA 
Cluster IncL AB014609:Homo sapiens mRNA for KIAA0709 protein, complete 
Cluster Incl. J04599:Human hPGI mRNA encoding bone small proteoglycan I 
Cluster McL U19718:Human microfibril-associated glycoprotein (MFAP2) 
Cluster IncL X13916:Human mRNA for LDL-receptor related protein /cds==( 
Cluster Incl. AF0596 1 1 :Homo sapiens nuclear matrix protein NRP/B (NRPB) 
D31661 /FEATURE^ /DEFINITION-HUMERKA. Human mRNA for tyrosine 

J03278 /FEATURE^ /DEFINITION==HUMPDGFRA Human platelet-derived 

M76125 /FEATURE^ /DEFINrriON=HUMTYRKINR Human tyrosine kinase 



receptor 

628_at L37882 /FEATURE=' /DEFINITION=HlJMFRIZ Human frizzled gene product mRNA, co 
212_at M97639 /FEATURE^ /DEFINITION=HUMROR2A Human transmembrane receptor (ror2) 



METAGENE 379 : 



25 



32880 at 



Cluster Incl. AW015055:IJI-*H-BIO-aal-c-01-0-UI.sl Homo sapiens cDNA, 3 



METAGENE 380 ; 



30 



35 



32480_at Cluster IncL X07495:Human mRNA for cpl9 homeobox from HOX-3 locus /cds 

39294_at Cluster IncL X16155:Human mRNA for chicken ovalbumin upstream promoter 

37552_at Cluster IncL U33632:Human two P-domain K+ channel TWIK-1 mRNA, complet 

36202_at Cluster IncL S76965 ".protein kinase inhibitor [human, neuroblastoma eel 

1368_at M27492 /FEATURE= /DEFINITION-HUMILIRA Human interleukin 1 receptor mRNA, 
1 147_at V-Erba Related Ear-3 Protein 

^ 

METAGENE 381 : 



3 1 57S_f_at Cluster Incl. M14087:Human HL14 gene encoding beta-galactoside-bindm 
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36743_at 
clon 

34371„at 
38428_at 
483_g_at 
complete c 



Cluster IncL AL096739:Homo sapiens mRNA; cDNA DKFZp586H0623 (fiom 

Cluster IncL U79267:Human clone 23840 mKNA, partial cds /cds=(0,521) / 
Cluster IncL M13509:Human skin collagenase mRNA, complete cds ycds=(68 
U59289 /FEATURE= /DEFINITION=HSU59289 Human H-cadherin mRNA, 



METAGENE 382 : 



10 39268_at 

40677_at 

41440_at 

41475_at 

33783_at 
15 34656__at 

35704_at 

37602_at 

37982_at 

39363_at 
20 40093_at 

40497_at 

32156_at 

35781_g_^at 

40899_at 
25 41349_at 

33118_at 

33155_at 

1337_s_at 

retin 
30 885 g at 

chain mRN 

387_at X80230 /FEATURE-mRNA /DEFINrnON=HSSTPKC2K H.sapiens mRNA (clone C-2k) 
mR 

342_at D12485 /FEATURE^ /DEFINITION=HUMNPP Human mRNA for nucleotide 
35 pyrophospha 

197_at U29656 /FEATURE= /DEFINITION=HSU29656 Human DR-nm23 mRNA, complete cds 
198_jg_at U29656 /FEATURE^ /DEFINITION=HSU29656 Human DR-nm23 mRNA, 

complete cds 



Cluster IncL AF033382:Homo sapiens potassium channel mRNA, complete cd 
Cluster IncL AF054984:Homo sapiens clone 23709 mRNA sequence /cds=UNKN 
Cluster IncL D82061:Homo sq)iens mRNA for a member of the short-chain 
Cluster IncL U91512:Human adhesion molecule ninjurin mRNA, complete cd 
Cluster IncL AB007867:Homo sapiens KIAA0407 mRNA, complete cdsVcds=(2 
Cluster IncL X82895:H.sapiens mRNA for DLG2 /cds=f(87,1817) /gb=X82895 
Cluster IncL X92814:H.sapiens mRNA for rat HREV1074ike protein /cds=( 
Cluster lacL Z49878:H.sapiens mRNA for guanidinoacetate N-methyltransf 
Cluster IncL Z25821:H.sapiens gene for nutochondrial dodecenoyl-CoA de 
Cluster IncL AF042384:Homo sapiens BC-2 protein mRNA, complete cds /cd 
Cluster IncL X83425:H.sapiens LU gene for Lutheran blood group glycopr 
Cluster IncL AF040707:Homo sapiens' candidate tumor su^^ssor gene 21 
Cluster IncL AF044968:untitled /cds=(0,1351) /gb=AF044968 /gi='3941380 
Cluster IncL AF035292:Homo sapiens clone 23584 mRNA sequence /cds=UN 
Cluster IncL Y00503:Human mRNA for keratin 19 /cds=(32,1234) /gb=Y0050 
Cluster IncL L43964:Homo sapiens (clone F-T03796) STM-2 mRNA, complete 
Cluster IncL U73167:Homo sapiens cosmid clone LUCA14 from 3p21.3 /cds= 
Cluster IncL M95740:Human alpha-L-iduronidase gene7cds=(0,1961) /gb==M 
X06614 /FEATURE-cds /DEnNITION=HSRRA Human mRNA for receptor of 

M5991 1 /FEATLIRE= /DEFIMTION-HUMINTA3A Human integrin alpha-3 
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METAGENE383 



5 



20 



3 1891_at Cluster Incl. U585 15:Human chitinase (HUMTCHIT) mRNA, exon lb form, par 

38278_at Cluster Incl. M62324:Human modulator recognition factor I (MRF-1) mRNA, 



METAGENE384 



38353_at Cluster Incl. AF042378:Homo sapiens spindle pole body protein spc98 hom 

32821_at Cluster Incl, AI762213:wi54d04.xl Homo sapiens cDNA, 3 end /clone=IMAG 

10 35780_at Cluster Inch AF035292:Homo sapiens clone 23584 mRNA sequence /cds=UNKN 

METAGENE 385 : 

36238_at Cluster Incl. Yl 1284:Homo sapiens AFXl gene, exon 1 (and joined CDS) h 

15 33325_at Cluster Incl. W26667: Hal Homo sapiens cDNA /gb=W26667 /gi=l 305733 /ug= 

35266_at Cluster Incl. AL049288:Homo sapiens mRNA; cDNA DKFZp564M053 (from 
clone 

35824_at Cluster Incl. AJ223321 :Homo sapiens RP58 gene, complete CDS /cds=(523,2 

38 104__at Cluster Incl. U78302:Human 2,4-dienoyl-CoA reductase gene /cds=(73,1080 



METAGENE 386 : 



38237 at Cluster Incl. M64099:Himian gamma-glutmyl transpeptidase-related protein 

352 19_at Cluster IncL AL050202:Homo sapiens mRNA; cDNA DKFZp586E2023 (from 
25 clon 

39395_at Cluster Incl. AA704137:ag47g01.sl Homo sapiens cDNA, 3 end /clone=IMAG 

39700_at Cluster IncL AI961929:wt39g02.xl Homo sapiens cDNA, 3 end /clone=IMAG 

1563_s_at M58286 /FEATURE- /DEFIMTION=HIJMTNFRB Homo salens tumor necrosis 
feet 

30 160020_at Z48481 /FEATURE=cds /DEFINrnON==HSMMPMl H.sapiens mRNA for 
membrane-ty 

METAGENE 387: 

35 31510_s_at Cluster IncL Z48950;H.sapiens hH3.3B gene for histone H3.3 /cds=(10, 

34647_at Cluster IncL X52104:Human mRNA for p68 protein /cds=(l 75,20 19) /gb=X52 

36427_at Cluster IncL W27129:22g8 Homo sapiens cDNA /gb-W27129 /gi=1306663 /ug= 

37107_at Cluster IncL U78305:Homo sapiens protein phosphatase Wipl mRNA, comple 

38171_at Cluster IncL U94747:Human WD repeat protein HANI 1 mRNA, complete cds / 
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10 



Cluster Incl. Y14443:Homo sq>ieiis mRNA for zinc finger protein /cds=(33 
Cluster Incl. ABOl 1 165:Homo sapiens mRNA for KIAA0593 protein, partial 
Cluster Incl. D29677:Human mRNA for KIAA0054 gene, complete cds /cds=(I 
Cluster IncL D21260:Human mRNA for KIAA0034 gene, complete cds /cds=(l 
Cluster Incl. M33336:Human cAMP-dependent protein kinase type I-alpha s 
Cluster IncL AF069250:Homo sapiens okadaic acid-inducible phosphoprote 
Cluster IncL AJ002308:Homo sapiens mRNA for synaptogyrin 2 /cds=(29,70 
Cluster IncL AJ010071:Homo sapiens for TOMl-like protein /cds==<30,1460 
Cluster IncL D38305:Human mRNA for Tob, complete cds /cds==(43,1080) /g 
M60725 /FEATURE- /DEFIN1TION==HUMP70S6KB Human p70 ribosomal S6 



1 192_at AB003103 /FEATURE- /DEFINrnON«AB003103 Homo sapiens mRNA for26S protea 



407 24_ 


_at 


4 1 OZD_ 


at 


3501 


_at 


41159_ 


^at 


41768_ 


_at 


34397. 




34885_ 


.at 


40229. 


.at 


40631. 


-at 


2037_s 


L.at 


kinase 





15 



20 



25 



30 



35 



METAGENE388: 

Cluster IncL X75861 :H.sapiens TEGT gene /cds=(40,753) /gb=X75861 /gi==4 
Cluster IncL AF015553:Homo sapiens TFH-I protein (TFII-I) mRNA, com 
Cluster IncL D86967:Human mRNA for KIAA0212 gene, complete cds /cds=(5 
Cluster IncL X04434:Human mRNA for insulin-like growth j&ctor I recept 
Cluster IncL AB007896:Homo sapiens KIAA0436 mRNA, partial cds /cds=»(0, 
Cluster IncL Y18207:Homo salens mRNA for protein phosphatase 1 (PPP 
Cluster IncL D80003:Human mRNA for KIAA0181 gene, partial cds /cds=(0, 
Cluster IncL L14595:Human alanine/serine/cysteine/threonine transporte 
Cluster IncL X77723:H.sapiens mRNA for unknown protein of uterine endo 
Cluster IncL D87461:Human mRNA for KIAA0271 gene, complete cds /cds=(l 
Cluster IncL U34360:Human lymphoid nuclear protein (LAF-4) mRNA, compl 
2018_at M65188 /FEATURE^ /DEFINITION-HUMCX43 Human connexin 43 (GJAl, Cx43) 
mRNA 

1 893_s_at Estrogen Receptor 

168 l_at X03635 /FEATURE=cds /DEFINITION^HSERR Human mRNA for oestrogen recqptor 
1472 at 
complet 
1473_s_^at 
complet 
1474_s_at 
complet 
1475_s_at 
complet 



33988. 


>at 


35450. 


j5_at 


31898, 


-.at 


34718. 


_at 


38984. 


_at 


39364^ 


.s_at 


4041 1_ 


_at 


41127_ 


.at 


32741_ 


.-at 


36211^ 


_at 


41543 


at 



U22376 /FEATURE-cds#l /DEFINmON=HSU22376 Human (c-myb) gene, 
U22376 /FEATURE-cds#2 /DEFINITION=HSU22376 Human (c-myb) gene, 
U22376 /FEATURE=cds#3 /DEFINraON=HSU22376 Human (c-myb) gene, 
U22376 /FEATURE-cds#4 /DEFrNrnON=HSU22376 Human (c-myb) gene. 
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1476_sjat U22376 /FEATURE=cds#5 /DEFINITION=HSU22376 Human (c-myb) gene, 
complet 

1335_at X04434 /FEATURE-cds /DEFINITION=HSIGFIRR Human mRNA for insulin-like gro 
368_at Z29083 /FEATURE=cds /DEFINITION=HS5T40A H.sapiens 5T4 gene for 5T4 Oncofe 
5 343_s_at D12485 /FEATURE==cds#l /DEFINITION-HUMNPP Human mRNA for 

nucleotide pyro 



METAGENE389: 



10 



15 



20 



25 



30 



35 



32430^ 


.at 


Cluster Incl. 


37142^ 


-at 


Cluster IncL 


38875_ 




Cluster Incl. 


39616^ 


.at 


Cluster IncL 


clon 






39642^ 


-.at 


Cluster Incl. 


clone 






41048_ 


.at 


Cluster IncL 


32027_ 


.at 


Cluster IncL 


32043_ 


.at 


Cluster IncL 


32686. 


.at 


Cluster IncL 


33799_ 


.at 


Cluster IncL 


33800. 


.at 


Cluster IncL 


34678. 


.at 


Cluster IncL 


clon 






37273_ 


.at 


Cluster Incl. 


37638_ 


_at 


Cluster IncL 


37902. 


.at 


Cluster Incl. 


38254. 


jat 


Cluster IncL 


39055. 


.at 


Cluster IncL 


39714. 


.at 


Cluster IncL 


40088. 


.at 


Cluster IncL 


40790. 


.at 


Cluster IncL 


33405. 


jat 


Cluster IncL 


33821_ 


.at 


Cluster IncL 


34785. 


.at 


Cluster Incl. 


35356. 


.at 


Cluster IncL 


35371. 


.at 


Cluster IncL 


35842. 


jat 


Cluster IncL 


clone 







Cluster IncL AL080199:Homo sapiens mRNA; cDNA DKFZp434E082 (&om 

D90070:Human ATL-derived PMA-responsive (APR) peptide mRN 
AF012281:Homo sapiens PDZ domain containing-piotein (PDZEC 
AF098462:Homo sapiens stanniocalcin-related protein mRNA, 
D86096:Human DNA for prostaglandin £ receptor EPS subtype 
U76248:Human hSIAH2 mRNA, complete cds /cds=(526,1500) /g 
AF036927:Homo sapi^ adenylyl cyclase type IX mRNA, comp 
AL096713:Homo sapiens mRNA; cDNA DKFZp564E1616 (from 



AF007153:Homo sapiens clone 23736 mRNA sequence /cds=IJNKN 
D50857:Human DOCK180 protein mRNA, complete cds /cds==(23, 
L13278:Homo sapiens zeta-crystallin/quinone reductase mRN 
AB020689:Homo sapiens mRNA for KIAA0882 piotein, partial 
M32886:Human sorcin CP-22 mRNA, complete cds /cds=(12,608 
AF042081:Homo sapiens SH3 domain binding glutamic acid-ri 
X84373:H.sapiens mRNA for nuclear fector RJP140 /cds^(287 
AB004066:Homo sapiens mRNA for DECl, complete cds /cds=(l 
N90755:zb22c08.sl Homo sapiens cDNA, 3 end/clone=IMAGE- 
AL034374:Human DNA sequence Jfrom clone 483K16 on chromoso 
AB028948:Homo sapiens mRNA for KIAA1025 protein, partial 
W21884:58c2 Homo sapiens cDNA /cloiie=(not-directional) /g 
M83822:Humau beige-like protein (BGL) mRNA, partial cds / 
AL049265:Homo sapiens mRNA; cDNA DKFZp564F053 (from 



531 



wo 2004/038376 



PCT/US2003/033946 



36634_at Cluster Incl. U72649:Human BTG2 (BTG2) mKNA, complete cds /c<te=(7 1,547) 

37027_at Cluster Incl. M80899:Huinan novel protein AHNAK mRNA, partial sequence / 

37038_at Cluster Incl. X83467:H.sapiens PXMPl gene, exon 1 (and joined CDS) /cds 

38078_at Cluster Incl. AF042166:Homo sapiens beta-faamin mRNA, complete cds /cd 

5 38415_at Cluster Incl. U14603:Human protein-tyrosine phosphatase (HU-PP-1) mRNA, 

40220_at Cluster Incl. AB021179:Homo sapiens mRNA for HEXIMl protein, complete c 

325 lOjat Cluster Incl. AF026947:Homo sapiens aflatoxin aldehyde reductase AFAR m 

2042_s_at M15024 /FEATURE^ /DEFINraON==HUMCMYBLA Human c-myb mRNA, 

complete cds 

10 1909_at M14745 /FEATURE- /DEFINITION=HUMBCL2C Human bcl-2 mRNA 

1798jat U41060 /FEATURE^ /DEFINITION=HSU41060 Human breast cancer, estrogen regu 
376jat AB000220 /FEATURE^ /DEFINI'nON»AB000220 Homo salens mRNA for semaphoiin 
377_^at AB000220 /FEATURE^ /DEFINinON«AB000220 Homo sapiens mRNA for 

semaphori 

15 31 0_s_at J03778 /FEATURE= /DEFINITION-HUMTAUA Human microtubule-associated 

prote 

METAGENE390: 



20 



25 



30 



35 



38211_at 

clone 

35622_at 

36892__at 

39350_at 

39430_at 

41137_at 

33916_at 

37407_s„at 

38408_at 

/g 

39545_at 
32582 at 



Cluster Incl. AL050276:Homo sapiens mRNA; cDNA DKFZp566F123 (jax>m 

Cluster Incl. AB001451:Homo sapiens mRNA for Sck, partial cds /cds^(0,l 
Cluster Incl. AF032108:Homo sapiens integrin alpha-7 mRNA, complete cds 
Cluster Incl. U50410:Human heparan sulphate proteoglycan (OCI5) mRNA, c 
Cluster Incl. AF082557:Homo sapiens TRFl-interacting ankyrin-related AD 
Cluster Incl. AB007972:Homo sapiens mRNA, chromosome 1 specific transcr 
Cluster IncL AB023192:Homo sapiens mRNA for KIAA0975 protem, partial 
Cluster IncL AF013570:Homo sapiens smooth muscle myosin heavy chain * 
Cluster IncL L10373:Human (clone CCQ-B7) mRNA sequence /cds=UNKNOWN 



Cluster IncL U22398:Human Cdk-inhibitor p57KIP2 (KIP2) mRNA, complete 
Cluster IncL AF001548:Human Chromosome 16 BAC clone CIT987SK-A-815A9 / 
767_at AF001548 /FE ATURE=nnRNA /DEFINmON-HUAFO Human Chromosome 16 

BAC clo 

774 _g_at D10667 /FEATURE== /DEFIMTION==HUMMHCAAA Homo sapiens mRNA for 

smooth mus 



METAGENE391: 
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40647_jit Cluster Incl. Z32684:Homo sapiens inRNA for membrane transport protein ( 

40478_at Cluster Incl. AL021396:Human DNA sequence fiom clone 971N18 on chromoso 

34886_at Cluster Incl. L02320:Human radixin mRNA, complete cds /cds={30,1781) /g 

1733_at M60315 /FEATURE= /DEFINITION=HUMTGFBC Human transforming growth fector-b 

METAGENE 392 : 



10 



37109_at 
36108_at 

CO 



Cluster Incl. M55671:Human protein Z (plvs 66 bp insertion) mRNA, compl 
Cluster Incl. M16276:Human MHC class II HLA-DR2-Dwl2 mRNA DQwl-beta, 



METAGENE 393 : 



35061_at Cluster Incl. AF0305 14:Homo sapiens interferon stimulated T-cell alpha 

15 37126_at Cluster Incl. M62800:Human 52-liD SS-A/Ro autoantigen mRNA, complete cds 

37168_at Cluster Incl. AB013924:Homo sapiens mRNA for TSC403 protein, complete c 

37420_i_at Cluster Incl. AL022723:dJ377H14.9 (major histocompatibility complex, 

39988_at Cluster Incl. M74447:Human PSF-2 mRNA, complete cds /cds=(96,2207) /gb= 

33304_at Cluster Incl. U88964:Human HEM45 mRNA, complete cds /cdsK37,582) /gb=U 

20 36472_at Cluster Incl. U32849:Homo salens Nmi mRNA, complete cds /cds=(280,1203 

36825_at Cluster Incl. X82200:H.sapiens StafSO mRNA /cds=(122,1450) /gb«X82200 / 

37219_at Cluster Incl. X72755:H.sapiens Humig mRNA /cds?=(39,416) /gb=X72755 /gi= 

37944_at Cluster Incl. U19523:Human GTP cyclohydrolase I mRNA, complete cds /cds 

38287_at Cluster Incl. AA808961:nwl6h03.sl Homo sapiens cDNA /clone=IMAGE-124066 

25 40153_at Cluster Incl. X57522:H.sapiens RING4 cDNA /cds=(30,2456) /gb=X57522 /gi 

4 1 17 l_at Cluster IncL D45248:Human mRNA for proteasome activator hPA28 subunit 

4 1237_at Cluster Incl. D32129:Human mRNA for HLA class-I (HLA-A26) heavy cham, 

32859_at Cluster Incl. M97935:Homo sapiens transcription &ctor ISGF-3 mRNA, com 

32860_g_at Cluster LoicL M97935:Homo sapiens transcription factor ISGF-3 mRNA, c 

30 33338_at Cluster Incl. M97936:Human transcription factor ISGF-3 mRNA sequence /c 

33339_g_at Cluster Incl. M97936:Human transcription factor ISGF-3 mRNA sequence 

35735_at Cltister Incl. MSS542:Human guanylate binding protein isofoim I (GBP-2) 

37352_at Cluster Incl. M606 1 8 :Human nuclear autoantigen (SP- 100) mRNA, complete 

38759_at Cluster Incl. U97502:Homo sapiens butyrophilin (BT3.3) gene /cds==(73,22 

35 3876p_f_at Cluster IncL U90546:Human butyrophilin (BTF4) mRNA, complete cds /cd 
1 184„at D45248 /FEATURE-= /DEFINITION=HlJMPHPA28A Human mRNA for proteasome 
activa 

1021_at J0Q219 /FEATURE=mKNA /DEFINinON=HUMIFNG Human immune interferon (IFN-ga 
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669_s_at L05072 /FEATURE=expaned_cds /DEPINmONHEIUAlIFNRF^ Homo sapiens 

interfe 

495_at U31628 /FEATURE= /DEFINITION=HSU31628 Human interleukin-lS receptor alpha 
431_at X02530/FEATURE-cds/DEFIMTION-HSINFGERHimianm^^ 

METAGENE 394 : 



10 



15 



20 



25 



31438_s_at 
33641 g at 
35012_at 
3679S_at 
37699_at 
38533_s_at 
40742_^at 
33731__at 
33777_at 
36908__at 
38323_at 
39760_at 
32207_at 
32824_at 
34830_at 
36661_s_at 
3701 l_at 
37015_at 
37684_at 

317_at D55696/FEATURE= 



Cluster Incl. Z22971:H.s£viens mRNA for M130 antigen extracellular va 
Cluster Incl. Y14768:Homo sapiens DNA, cosmid clones TN62 and TN82 /c 
Cluster Incl. M81750:H.sapiens myeloid cell nuclear differentiation ant 
Cluster IncL J03077:Human co-beta glucosidase (pioactivator) mRNA, com 
Cluster Incl, AI806222:wf26el0.xl Homo sapiem cDNA, 3 end /clone=IMAG 
Cluster Incl. J03925:Hiraian Mac-1 gene encoding complement receptor ty 
Cluster Incl. M16591:Human hemopoietic cell protein-tyrosine kinase (HC 
Cluster Incl, AJ130718:Homo sapiens mRNA for glycoprotein-associated am 
Cluster Incl. D34625:HumanTBXASl gene for thromboxane synthase, promot 
Cluster Incl. M93221:Human macrophage mannose receptor (MRCl) gene Zeds 
Cluster Incl. AC005162:Homo sapiens BAC clone RG113D17 j&om 7pl4-pl5 /c 
Cluster Incl. AL031781:dJ51J12.1.3 (human ortholog of mouse KH Domain R 
Cluster IncL M64925:Human palmitoylated GryOxrocytc membrane protein ( 
Cluster IncL AF039704:Homo sapiens lysosomal pepstatin insensitive pro 
Cluster IncL W25986:17e7 Homo sapiens cDNA /gb==W25986 /gi=1306253 /ug- 
Cluster IncL X06882:Human gene for CD14 differentiation antigen /cds 
Cluster IncL U49392:Human allograft inflammatory fector-1 (AIF-1) mRNA 
Cluster IncL K03000:Human aldehyde dehydrogenase 1 mRNA /cds=(0,1022) 
Cluster IncL AB020687:Homo sapiens mRNA for KIAA0880 protein, complete 
/DEFINmON=D55696 Homo sapiens mRNA for cysteine protea 



METAGENE 395: 



30 



35 



329(>4_at 
34974_at 
35957_at 
36776_at 
37145_at 
39239_at 
40323_at 
41433 at 



Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



M28393:Human perforin mRNA, complete cds /cds=(0,1667) /g 
Y13323:Homo sapiens naRNA for disintegrin-protease/cds»(6 
AF030196:Homo sapiens stannin mRNA, complete cds /cds=(14 
X51985:Human LAG-3 mRNA for CD4-related protein involved 
M85276:Homo sapiens NKG5 gene, complete cds /cds==(128,565 
X13444:Human mRNA for CDS beta-chain glycoprotein (CDS be 
D84276:Homo sapiens mRNA for CD38, complete cds /cds=(103 
M732SS:Human vascular cell adhesion molecule-1 (VCAMl) ge 
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33812_at Cluster IncL AL049415:Homo sapiens mKNA; cDNA DKFZp58€N21 19 (ftom 

clon 

37960_at Cluster Incl. AB014679:Homo sapiens GN6ST mRNA for N-acelylglucosamine- 

40049_at Cluster IncL X76104:H.s^iens DAP-kinase mKNA /cds=(336,4631) /gb=X761 

5 36203_at Cluster Incl. X16277:Human gene for ornithine decarboxylase ODC (EC 4,1 

36675_r_at Cluster Incl. J03191:Human profilin mRNA, complete cds /cds=(127,549) 
38 12 l_at Cluster IncL X59892:H.sapiens mRNA for IFN-inducible ganmia2 protein /c 

41585_at Cluster IncL AB018289:Hoino sapiens mRNA for KIAA0746 protein, partial 

41592_at Cluster IhcL AB000734:Homo salens mRNA for TIP3, complete cds /cds=(l 

10 2002_s_at U27467 /FEATURE^ /DEFINrnON=HSU27467 Human Bcl-2 related (Bfl-1) 
mRNA 

1081_at M33764 /FEATURE=cds /DEFINmON«HUMSODB Human omitliine decarboxylase ge 

907_at M13792/FEATlJRE=H!ds/DEFINmON=HUM^ 

(ADA)g 

15 880_at M34539/FEATURE=/DEFIMTION=HtJMFKBP Human 
m 

583_s_at M30257 /FEATURE^ /DEFINITION=HUMCAMlV Human vascular cell 

adhesion mole 

288_s_at L25931 /FEATURE- /DEFINITION=HUMLBR Human lamin B receptor (LBR) 

20 mRNA, 

133_at X87212 /FEATURE==cds /DEFINmON=HSCATHCGE H.sapiens mRNA for cathepsin C 
METAGENE396: 



25 39248_^at 
39249_at 
36906 at 



Cluster IncL N74607:za55a01.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cluster IncL AB001325:Human AQP3 gene for aquaporine 3 (water channel) 
Cluster IncL U73304:Human CBl caimabmoid receptor (CNRl) gene, comple 



METAGENE397: 



30 



35 



32488_at 

34091_s_at 

32305_at 

32307_s_at 

34985_at 

39674_r_at 

41405_at 

31897 at 



Cluster IncL 
Cluster IncL 
Cluster IhcL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



X14420:Human mRNA for pro-alpha-1 type 3 collagen /cds-(l 
Z195S4:H.sapjens vimentin gene /cds={122,1522) /gb=^Z195 
J03464:Human collagen alpha-2 type I mRNA, complete cds, 
V00503 .-Human mRNA encoding Pro-alpha-2 chain of type I 
AF035408:Horao sapiens cartilage intermediate layer protei 
ABOl 1792;Homo sapiens mRNA for extracellular matdx pro 
AF026692:Homo sapiens frizzled related protein fipHE mRNA 
U53445:Human ovarian cancer dowm-egulated myosin heavy ch 
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36007_jit Cluster IncL AL050137:Homo sapiens mRNA; cDNA DKFZp586L151 (ftom 

clone 

37283_at Cluster IncL X82209:H.s^iens MNl mRNA /cds=(887,4915) /gb=X82209 /gi= 

37565_at Cluster Incl. X85750:H.sapieiis mRNA for transcript associated with mono 

5 4005 l_at Cluster Incl. D3 i762:Human mRNA for KIAA0057 gene, complete cds /cds=(7 

41 191_at Cluster Incl. AB023209:Homo sapiens mRNA for KIAA0992 protein, partial 

33440 jat Cluster Incl. U19969:Human two-handed zinc finger protein ZEB mRNA, par 

35366_at Cluster Incl. M30269:Human nidogen mRNA, complete cds /cds==(90,3 833) /g 

36142_at Cluster IncL X79204:H.sapiens SCAl mRNA for ataxin /cds=(935,3385) /gb 

10 36638_at Cluster IncL X78947:H.s^iens mRNA for connective tissue growth ^ctor 

36976_at Cluster IncL D21255:Human mRNA for OB-cadherin-2, complete cds /cds=(4 

37671_at Cluster IncL S78569:laminin alpha 4 chain [human, fetal lung, mRNA, 62 

38026_at Cluster IncL U01244:Human fibulin-lD mRNA, complete cds /cds==<10,2121) 

38038_at Cluster IncL U21 128:Human lumican mRNA, complete cds /cds=(84,l 100) /g 

15 38052_at Cluster IncL M14539;Human factor XOI subunit a mRNA, 3 end /cds=(0»2 

38077_at Cluster IncL X52022:H.sapiens RNA for type VI collagen alpha3 chain /c 

3811 l_at Cluster Incl. X15998:H.sapiens mRNA for the chondroitin sulphate proteo 

38 1 12 _g_at Cluster IncL X15998:H.sapiens mRNA for the chondroitin sulphate prot 
38427_at Cluster hicL L25286:Homo sapiens alpha-1 type XV collagen mRNA, comple 

20 38433_at Cluster IncL M76125:Human tyrosine kinase zeceptor (axl) mRNA, complet 

38466_at Cluster IncL X82153:H.sapiens mRNA for cathepsin O /cds'K129,l 1 18) /gb 

41839_at Cluster IncL L13698:Human gasl gene, complete cds /cds=(4 10,1447) /gb== 

32535_at Cluster IncL X63556:H.sapiens mRNA for fibrillin /cds==(0,9010) /gb=X63 

2087_s_at D21254 /FEATURE^ /DEFINrnON=HlJMOSF4A Human mRNA for OB- 
IS cadherin-l,co 

1761_at D37965 /FEATURE= /DEFINmON=HUMPRLTS Human mRNA for PDGF receptor 
beta- 

1731_at M21574 /FEATURE=mRNA /DEFINIHON-HUMPDGFRAA Human platelet-derived 
growt 

30 145 l_s_at D13666 /FEATURE= /DEFIMTrON-HUMOSF20S Homo sapiens osf-2 mRNA 
for ost 

1278_at Tyrosine Kinase, Receptor Axl, Alt. Splice 2 

753_at D86425 /FEATURE^ /DEFINrnON=D86425 Homo sapiens mRNA for osteonidogen, c 
71 8_at D87258 /FEATURE= /DEFINITION=D87258 Homo sapiens mRNA for serin protease 
35 671_at J03040/FEATURE=/DEFIMTION-HUMSPARC Human SPARC/osteonw^ 
compl 

661_at L13698 /FEATURE= /DEFINITION=HUMGAS 1 A Human gasl gene, complete cds 
581_at M61916 /FEATURE= /DEFINITION^HUMLAMlOl Human lammin Bl chain mRNA, 
compl 
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232jat M55210 /FEATURE-mRNA#l /DEFINinON«HUMLB2A26 Human laminin B2 chain 



METAGENE398; 



10 



35858_ 




Cluster Incl. 


35955, 


.at 


Cluster Incl. 


39323, 


.at 


Cluster IncL 


34702, 


/-at 


Cluster Incl. 


34703, 


/_at 


Cluster IncL 


40050, 


.at 


Cluster IncL 


40428. 




Cluster IncL 



AA996066:os33d01.sl Homo sapiens cDNA, 3 end /clone=IMAG 
S80864:cytochn>me c-like polypeptide [human, lung adenoca 
U45974:Himianphosphatidylinositol (4,5) bisphosphate 5-ph 
M27826:Human endogenous retroviral protease mKNA, compl 
AA15 1971 :zo30b03-rl Homo sapiens cDNA, 5 end /clone==^IM 
AF069747:Homo sapiens MTG8-like protein MTGRl a mRNA, comp 
AW043812:wy81b07.xl Homo ss^iens cDNA, 3 end /clone^^IM 



15 



20 



METAGENE 399 : 



35484_at 
36173 jrjit 
2023 ^_at 
mRN 



Cluster Incl. U95737:Human Chromosome 16 BAC cIouq CIT987SK-A-388D4 /cd 
Cluster Incl. AF002163:Homo sapiens delta-adaptin mRNA, complete cds 
M77198 /FEATURE= /DEFDvttTlON-HUMRPKB Human mc protein kinase beta 



METAGENE 400: 



25 



30 



Cluster Incl. U80736:Homo sapiens CAGF9 mRNA, partial cds /cds==(0,995) 
Cluster IncL AB024057:Homo sapiens mRNA for vascular Rab-GAP/TBC-conta 
Cluster IncL Y10179:H.sapiens mRNA for prolactin-inducible protein /cd 
Cluster Incl. U51903:Human RasGAP-related protein (IQGAP2) mRNA, comple 
Cluster IncL AB013382:Homo sapiens mRNA for DUSP6, complete cds /cds=( 
1 647,^at U5 1903 /FEATURE^ /DEFINITION=HSU5 1903 Human RasGAP-related protein aQGA ' 
325__sjat Prolactin-Induced Protein 

METAGENE 401 : 



37426_at 
38223_at 
41094_at 
37276_at 
41193 at 



35 



40684_at 
41402_at 
clon 

41706_at 
41717_at 
41721_at 
38012 at 



Cluster IncL U7S190:Human GTP cyclohydrolase I feedback regulatory pro 
Cluster IncL AL080121:Homo sapiens mRNA; cDNA DKF2p564O0823 (fiom 

Cluster IncL AJ130733:Homo sapiens mRNA 2-me(faylacyl-CoA mcemase /cds 
Cluster IncL AC004770:Homo sapiens chromosome 11, BAC CIT-HSP-3 1 le8 (B 
Cluster IncL AA658877:nt84cl2.sl Homo sapiens cDNA /clone=IMAGE- 120520 
Cluster IncL U03272:Human fibrilIin-2 mRNA, complete cds /cds==(0,8735) 
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METAGENE402 : 



10 



3 1667_r_at Cluster Incl. W27698:36f8 Homo sapiens cDNA /gb=W27698 /gv=1307664 /u 

3 17l5_at Cluster Incl. U93720:Homo sapiens TEX28 mRNA, complete cds /cds=(144,13 

39255_at Cluster Incl. X02750:Human liver mRNA for protein C /cds=(97, 1482) /gb= 

41383_at Cluster Incl. AJ001403:Homo sapiens mNRA for MUC5AC protein (placental) 

39406_at Cluster Incl. US0330:Human procollagen C-proteinase (pCP-2) mRNA, compl 

39764_at Cluster Incl. 222534:H.sapiens ALK-2 mRNA /cds=( 103, 1632) /gb=Z22534 /g 

40974_at Cluster Incl. U63541:Human mRNA expressed in HC/HCC livere and MolT-4 p 



METAGENE403 



15 



20 



25 



30 



35 



32402_s„at Cluster Incl. Y10931:H.sapiens mRNA for symplekin /cds=(459,3887) /gb 

35562_at Cluster Incl. AI07671 8:o2l6h09.xl Homo sapiens cDNA, 3 end /clone=IMAG 

34897_at Cluster Incl. W26524:32g4 Homo sapiens cDNA ygb-W26524 /gi=1307385 /ug= 

35963_at Cluster Incl. AI201243:qf70fi)9,xl Homo sapiens cDNA, 3 end /clone^IMAG 

36732_at Cluster Incl. AI004207:ot94g05.xl Homo sapiens cDNA, 3 end /clone=IMAG 

37159jat Cluster Incl. U79259:Human clone 23945 mRNA, complete cds /cds=(636,140 

38 142_at Cluster Incl. U38904:Human zinc finger protein C2H2-25 mRNA, complete c 

38523_f_at Cluster Incl. D49677:Human U2AF1-RS2 mRNA, complete cds /cds=(24,1472 

41464_at Cluster Incl, AB002337:Human mRNA for KIAA0339 gene, complete cds /cds= 

41866_s_at Cluster Incl. AF022728:Homo sapiens beta-dystrobrevin (BDTN) mRNA, co 

32659_at Cluster Incl AL050109:Homo sapiens mRNA; cDNA DKFZp586J01 1 9 (from clon 

33242_at Cluster Incl. U92980:Homo sapiens clone DTIPI AlO mRNA, CAG repeat regie 

33322 J_at Cluster Incl. X57348:H.sapiens mRNA (clone 91 12) /cds=(165,91 1) /gb=X 

33323 jr_at Cluster Incl. X57348:H.sapiens mRNA (clone 91 12) /cds=(165,91 1) /gb=X 

33736_at Cluster Incl. Y16522:Homo sapiens mRNA for hSLP-1 protein /cds=(44,1228 

34259_at Cluster Incl. AB014564:Homo sapiens mRNA for BCL\A0664 protein, partial 

35701_at Cluster Incl. AI038821 :ox96d03.xl Homo sapiens cDNA, 3 end /clone===IMAG 

36862_at Cluster Incl. AB029038:Homo sapiens mRNA for KL\A1 1 15 protein, complete 

39404_s_at Cluster Incl. D86988:Human mRNA for KIAA0221 gene, complete cds /cds= 

40872 jat Cluster Incl. T57872:ybl9bl2.sl Homo sapiens cDNA, 3 end /clone-IMAGE- 

40875_s_at Cluster Incl. X068 15:Human mRNA for hUl -70K small nuclear RNP protein 

41724_at Cluster Incl. X81817:H.sapiens BAP31 mRNA /cds=(73,813) /gb=X81817 /gi= 

41753_at Cluster Incl. U48734:Human non-muscle alpha-actinin mRNA, complete cds 

32236_at Cluster Incl. AF032456:Homo sapiens ubiquitin conjugating enzyme G2 (UB 

33408_at Cluster Incl. AB023 1 5 l:Homo sapiens mRNA for iaAA0934 protein, partial 

35260_at Cluster Incl. AB020674:Homo sapiens mRNA for KIAA0867 protein, complete 
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10 



15 



20 



36986_at Cluster LacL AL03 1295:Hiuna]i DNA sequence fixjm clone 886K2 on chxomosom 

37365_at Cluster Incl. X63368:H.s^iem HSJl mRNA /cdsK25,1080) /gb=X63368 /gi= 

38020_at Cluster Incl. AB014552:Homo sapiens mRNA for KIAA0652 protein, complete 

39088_at Cluster Incl. Yl 8007:Homo sapiens mRNA for putative seven transmembrane 

39824_at Cluster Incl. AI391564:tgl6b02.xl Homo sapiens cDNA, 3 end /clone=IMAG 

40199_at Cluster Incl. M97676:Homo sapiens (region 7) homeobox protein (HOX7) mR 

41838_at Cluster Incl. X99270:H.sapiens Xq28, 2000bp sequence contg. ORF /cds=(5 

490 _g__at U63329 /FEATURE=cds /DEFINinON=HSU63329 Human mutY homolog 
(hMYH)gene 



METAGENE404: 



33221^ 


at 


36921^ 


_at 


38317^ 


-.at 


40861^ 


_at 


41210_ 


at 


32215_ 




35767_ 


_at 


36165^ 


-at 


36660_ 


.at 


41348^ 


-at 


977_s^ 


at 


£-cadh 



Cluster Incl. U80735:Homo sapiens CAGF28 mRNA, partial cds /cds=(0,2235 
Cluster Incl. U02556:Human RP3 mRNA, complete'cds /cds=(68,418) /gb==^U02 
Cluster Incl. M99701:Homo sapiens (pp21) mRNA, complete cds /cds=(164,6 
Cluster Incl, D14812:Human mRNA for iaAA0026 gene, complete cds /cds=(3 
Cluster Incl. M81057:Human procarboxypeptidase B mRNA, complete cds /cd 
Cluster Incl. AB020685:Homo sapiens mRNA for KIAA087S protein, comple 
Cluster Incl. AI565760:tn20b01,xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. W51774:zc48b04 .rl Homo sapiens cDNA, 5 end /done^IMAGE- 
.Cluster Incl. AF000231:Homo sapiens rabl la GTPase mRNA, complete cds /c 
Cluster Incl. U90304:Human iroquois-class homeodomain protein ]RX-2a mR 
Z35402 /FEATURE^mRNA /DEFINITION==HSECAD3 H.sapiens gene encoding 



25 



METAGENE405 : 



36295_at Cluster Incl. U09412:Human zinc finger protein ZNF134 mRNA, complete cd 

40691_at Cluster IncL U71598:Human zinc finger protein zfp2 (zG) mRNA, partial 

30 

METAGENE406: 

3 1525 js_at Cluster Incl. JQ0153:Human alpha globin gme cluster on chromosome 16 
3 1 687_f_at Cluster IncL M25079:Human sickle cell beta-globin mRNA, complete cds 
35 32052_at Cluster Incl. L48215:Homo sapiens beta-globin (HBB) gene, with a to c a 

1 17_at X51757 /FEATURE==cds /DEF1NITION=HSP70B Human heat-shock protein HSP70B g 



METAGENE407: 
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15 



39315_at 
39993__at 
41632_at 
41669_at 
31786_at 
31794_at 
35202_at 
com 

36898_r_at 

37991_at 

41143„at 

41763^at 

32784_at 

33394_at 

33120 at 



Cluster XncL D13628:Human mRNA for KIAA00Q3 gene, complete cds /cdsK9 
Cluster Incl. Dl 1466:Homo sapiens mRNA for PIG-A protein, complete cds 
Cluster Incl. D38550:Human mRNA for KIAA0075 gene, partial cds /cds=(0. 
Cluster Incl. D83776:Human mRNA for KIAA0191 gene, partial cds /cds==(0. 
Cluster Incl. AF051321 :Homo sapiens Sam68-like phosphotyrosine protein 
Cluster Incl. D38524:Human mRNA for 5~nucleotidase /cds=(83,1768) /gb=D 
Cluster Inch AF025654:Homo sapiens mRNA capping enzyme (HCE) mRNA, 

Cluster Incl. X74331:H.s^iens mRNA for,DNA primase (subunit p58) /cd 
Cluster Incl. L38961 iBuman putative transm^brane protein precmsor (B5 
Cluster Incl. U12022:Human calmodulin (CALMl) gene /cds=( 199,648) /gb=U 
Cluster Incl. D64015:Homo s^iens mRNA for T-cluster binding protein. 
Cluster Incl. ABOl 1 108:Homo sapiens mRNA for KIAA0536 protein, partial 
Cluster Incl AA034074:zi06c05.rl Homo sapiens cDNA, 5 end /clone=IMAG 
Cluster IncL AF045229:Homo sapiens regulator of G protein signaling 10 



METAGENE408: 



36412_s_at 
20 34491_at 

38517_at 

38549_at 

38584_^at 

39263_at 
25 41045_at 

31812_at 

32114_s_at 

33236_at 

35718_at 
30 36927_at 

37641_at 

38662_at 

/clone=DBCFZp5 

39061_at 
35 40505_at 

41745_at 

32775_r_at 

32814_at 

37014 at 



Cluster Incl. U5383 1 :Homo sapiens interferon regulatory :^tor 7B mRN 
Cluster Incl. AJ22S089:Homo sapiens mRNA for 2-5 oligoadenylate synthe 
Cluster Incl. M87503:Human IFN-responsive transcription &ctor subunit 
Cluster IncL AF026941:Homo sapiens cig5 rxiRNA, partial sequence /cdsF=UN 
Cluster IncL AF026939:Homo sapiens CIG49 (cig49) mRNA, complete cds /c 
Cluster IncL M87434:Human 71 kDa 25 oligoadenylate synthetase (p69 2- 
Cluster IncL U77643:Homo sapiens K12 protein precursor mRNA, complete 
Cluster IncL M24470:Human glucose-6-phosphate dehydrogenase, complete 
Cluster Incl. S469S0:adenosine A2 receptor [human, bippocampal, mRNA, 
Cluster IncL AF060228:Homo sapiens retboic acid receptor responder 3 
Cluster IncL L22342:Human nuclear phosphoprotein mRNA, complete cds /c 
Cluster IncL ABOOOl 15:Homo sapiens mRNA expressed in osteoblast, compl 
Cluster IncL D28915:Human gene for hepatitis C-associated microtubular " 
Cluster IncL AL047596:DKFZp586G0421_sl Homo sapiens cDNA. 



Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



D28 137:Human mRNA for BST-2, complete cds /cds=(9,551) /g 
AA883502:am25h07.sl Homo sapiens cDNA, 3 end /clone=IMAG 
X57352:Human 1-8U gene from interferon-inducible gene fern 
AB006746:Homo sapiens hMmTRAlb mRNA, complete cds /cds= 
M24S94:Human intc»ieron-inducible 56 Kd protein mRNA, com 
M33882:Human p78 protein mRNA, complete cds /cds=(345,233 
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20 



Cluster Mel. M60618:Hi]maii nuclear autoantigOT (SP-100) xnRNA, complet 
Cluster Incl. U6671 IrHuman Ly-6-related protein (9804) gene, complete c 
Cluster IncL Ml 1810:Human (2-5 ) oligo A S3aiflietase E gene /cds==(0,120 
Cluster Incl. X04371:Human 1.6Kb mRNA for2-5A synthetase induced by in 
Cluster Incl, AA203213:zx57e04.rl Homo sapiens cDNA, 5 end /clone=IMAG 
U22970 /FEATURE=mRNA#l /DEFINITION=HSU22970 Human intCTferon- 

M13755 /FEATURE=mRNA /DEniS0[TION=HUMIFN15K Human interferon- 



37353 g at 
37360_at 
38388_at 
38389__at 
38432_at 
1358_s_at 
inducible 
1107_s_at 
induced 17 

915_at M24594/FEATURE=nnIWA/DEFINmON=Hl^ 
879_at M30818/FEATURE™RNA/DEFI]Snnn[ON=Hl^^ 
cellular 

675_at J041 64 /FEATURE^ /DEFINITION=HUM927A Human interiferon-inducible protein 9 
626_s_at L78833 /FEATURE=cds#5 /DEFIMTION=HUMBRCAI Human BRCAl, Rho7 

and vati g 

464_s_at U72882 /FEATURE^ /DEFINinON-HSU72882 Human inteiferon-induced 

leucine 

425_at X67325/FEATlJRE^cds/DEFI>mn[ON-HSF27H.^^^^ 
269_at I>^0387/FEATURE-cds/DEFI^^^^ON-HU]V^^ 

METAGENE409: 



25 



33559__at 
38169_s_at 
35174 J_at 
35729_at 
37580 at 



Cluster Incl. U61412:Human non-receptor type protein ^osine kinase (P 
Cluster IncL U76368:Human cationic amino acid transpDrter-2A (ATRC2) 
Cluster IncL X70940:H.sapiens mRNA for elongation factor 1 alpha-2 / 
Cluster IncL ABOl 8270:Homo sapiens mRNA for KIAA0727 protGin, partial 
Cluster IncL AF036271:Homo sapiens EEN-B2-L3 mRNA, complete cds /cds=( 
1582_at M29540 /FEATURE^ /DEFINITION-HUMCEAF Human carcinoembryonic antigen 
mRNA 



30 



METAGENE410: 



35 



34077_at 

36334_at 

38963 J_at 

32646_at 

33283_at 

33804_at 

36482 s at 



Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Clust^ IncL 
Cluster Incl. 



X95876:H.sapiens mRNA for G-protein coupled receptor /cds 
L42621:Homo sapiens Ly-9 mRNA, complete cds /cds~(0,1832) 
U12707:Human Wiskott-Aldrich syndrome protein (WASP) mR 
AB007918:Homo sapiens mRNA for KIAA0449 protein, partial 
AFl 06941 :Homo sapiens beta-arrestin 2 mRNA, complete cds 
U43522:Human cell adhesion kinase beta (CAKbeta) mRNA, co 
Yl5724:Homo sapiens SERCA3 gene, exons 1-7 (and joined 
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41166 at 



Cluster Incl. XS8529:Hiunan rearranged imnumoglobulin xnRNA for mu heavy 



METAGENE411 : 



34180__at 
34354_at 
35829_at 
done 
1970 s at 



Cluster Incl. AB002292:Human mRNA for K1AA0294 gene, complete cds /cds= 
Cluster Incl. M80634:Human keratinocyte growth factor receptor mRNA, co 
Cluster Incl. AL080181:Homo sapiens mRNA; cDNA DKFZp43401 11 (from 

Z71929 /FEATURE^cds /DEFINrnON=HSFGFR2MR H.sapiens FGFR2 mRNA 



10 1363_at M87770 /FEATURE^ /DEFIMTION=HUMKSAMI Human fibroblast growdi &ctor rec 



METAGENE 412 : 





37423^ 


at 


Cluster Incl. U30246:Himian biunetanide-sensitive Na-K~Cl cotraosporter ( 


15 


41362^ 


-at 


. Cluster Incl. X91249:Rsapiens mRNA for white gene protein /cds=(30,205 




33723^ 


-at 


Cluster Incl. ALD49346:Homo sapiens mRNA; cDNADKFZp566B213 (from 




clone 








34288^ 


.at 


Cluster Incl. U67784:Human orphan G protein-coupled receptor (RDCl) mRN 




34876^ 


_at 


Cluster Incl. U65090:Human carboxypeptidase D mRNA, complete cds /cds=( 


20 


37363_ 


-at 


Cluster Incl. AB007889:Homo sapiens KIAA0429 mRNA, complete cds /cds«(2 




METAGENE 413: 




40333_ 


.at 


Cluster Incl. U43842:Homo ss^iens bone moiphogenetic protein-4 (hBMP~4) 


25 


37609_ 


at 


Cluster Incl. U01833:Human nucleotide-binding protein mRNA, complete cd 




38336^ 


-at 


Cluster Incl. AB023230:Homo sapiens mRNA for KIAA1013 protein, partial 




34311. 


-at 


Cluster Incl. X76648:H,sapiens mRNA for glutaredoxin /cds=(63,383) /gb==* 




34381^ 


-.at 


Cluster Incl. AI708889:as86g01«xl Homo sapiens cDNA, 3 end /clone^IMAG 




1228_j 


j_at 


U73682 /FEATURE^ /DEFINITION=HSU73682 Human meningioma-expressed 


30 


antig 







1 1 14_at M22490 /FEATURE^ A)EFINmON==HlJMBNIP2B Human bone moiphogenetic protein-2 



METAGENE 414: 



35 36692 at Cluster Incl. AF052099:Homo sapiens clone 23632 mRNA sequence /cds=UNKN 

40358_at Cluster Incl. M57609:Human DNA-binding protein (OLD) mRNA, complete cd 

41049_at Cluster Incl. S62539:insulin receptor substrate-1 [human, skeletal muse 

37197j5_at Cluster Incl. AL0S0006:Homo sapiens mRNA; oDNA DKFZp564A033 {from clo 

39441_at Cluster Incl. Yl 1395:H.sapiens mRNA for p40 /cds=(104,1303) /gb=Yl 1395 
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39687jat Cluster Inch AI524873:proinma-10,C03.r Homo sapiens cDNA, 5 end /clon 

40133_s_at Cluster Inol. W28944:54hl2 Homo sapiens cDNA /gb=W28944 /gi=1308955 / 
33403_at Cluster lacl. AL050260:Homo sapiens mKNTA; cDNA DKFZp547E1010 (fiom 

clon 

5 872_i_atS62539 /FEATURE= /DEFINrnON=S62539 insulin receptor substrate-1 [human 

85 l_s_at S62539 /FEATURE- /DEFINITION-S62539 insulin receptor substrate-1 [human 

744_at D50487 /FEATURE= /DEFINITION=HUMHRHl Human mRNA for RNA helicase 
(HRHl), 



10 METAGENE415: 



15 



20 



25 



30 



35 



37471_at 

40364_at 

41058_g_at 

41454_at 

41670_at 

34755_at 

35247_at 

36023_at 

37174_at 

37936_at 

39060_at 

39443_s_at 

40788_at 

41213_at 

33422_at 

33433_at 

clon 

36122_at 
36205_at 
36639_at 
36676_at 
36687_at 
36978_at 
37325_at 
37337_at 
37666_at 
38060_at 
38744 at 



Cluster Incl. U94317:Homo salens ribonuclease P protein subunit p40 (R 
Cluster Incl. U83460:Human high-affinity copper uptake protein (hCTRl) 
Cluster Incl. AI760162:wg58eO9.xl Homo sapiens cDNA, 3 end /clone=IM 
Cluster Incl. W27949:39h3 Homo sapiens cDNA /gb^W27949 /gi==l 307897 /ug= 
Cluster Incl. R38263:yc92cll.sl Homo sapiens cDNA, 3 end /clone=IMAGE-' 
Cluster Incl, AJ236876:Homo sapiens mRNA for poly(ADP-ribose) polymeras 
Cluster IncL AI557062:PT2. l_13_A09.r Homo sapiens cDNA, 3 end /clone_ 
Cluster Incl. AI864120:wg64a06.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. D14660:Human mRNA for KIAA0104 gene, complete cds /cds=(3 
Cluster Incl. AI184802:qd24g04.xl Homo sapiens cDNA, 3 end /clone=lMAG 
Cluster IncL D38048:Human mRNA for proteasome subunit z, complete cds 
Cluster Incl. M19961:Human cytochrome c oxidase subunit Vb (coxVb) mR 
Cluster Incl. U84371 :Human adenylate kinase 2A (AK2A) mRNA, complete cd 
Cluster Incl. X67951:H.sapiens mRNA for proliferation-associated gene ( 
Cluster Incl. AF052155:Homo sapiens clone 24761 mRNA sequence /cds=UNKN 
Cluster Incl. AL049943:Homo sapiens mRNA; cDNA DKFZp564F0522 (firom 

Cluster Incl. X59417:H.sapiens PROS-27 mRNA /cds-(62,802) /gb=X59417 /g 
Cluster Incl. L04490:Homo sapiens (clone CC6) NADH-ubiquinone oxidoredu 
Cluster IncL AF067853:Homo sapiens adenylosuccinate lyase (ADSL) mRNA, 
Cluster IncL AL031659:dJ343K2.2.1 (ribophorin H (isoform 1)) /cds=(28 
Cluster IncL N50520:yy89b05.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cluster IncL D38521:Human mRNA for KIAA0077 gene, partial cds /cds=(0, 
Cluster IncL D14697:Human mRNA for KIAA0003 gene, complete cds /cds=(l 
Cluster IncL AI803447:tc39g04.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL D29011:Human mRNA for proteasome subunit X, complete cds 
Cluster IncL A1541336:pecl .2-7 A07.r Homo sapiens cDNA, 5 end /clone_ 
Cluster IncL N95406:zb80gl2.sl Homo sapiens cDNA, 3 end /clone^IMAGE- 
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40979_at Cluster Incl. AJ243310:Homo s^iens mKNA for C14orfi protein /cds=-(131, 

32529_at Cluster IncL X69910:H.sapieiis p63 mRNA for transmembiBne protein /cds= 

372_f_atZ84718 /FEATURB=cds#2 /DEFINITION=HS322Bl Human DNA sequence from clone 

METAGENE416: 



10 



32914_f_at 

36537_at 

33360_at 

34833_at 

clon 

38828 J5_at 
38829_^r__at 
32579 at 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 

Cluster Incl. 
Cluster IncL 
Cluster Incl. 



15 1295_at L19067 /FEATURE^ 



AC005175:Homo sapiens chromosome 19, cosmid R31449 /cds 
ABOl 1093:Homo sapiens mRNA for KIAA0521 piotein, partial 
AB023221:Homo sapiens mRNA for KIAAI004 protein, partial 
AL050157:Homo sapiens mRNA; cDNA DKFZp586O0120 (from 

AA628946;af28fl)5.sl Homo sapiens cDNA, 3 end /cIone=IM 
AA628946:af28f05.sl Homo sapiens cDNA, 3 end /clone=IM 
U29175:Hunian transcriptional activator (BRGl) mRNA, compl 
/DEFINITION=HUMNFKB65 A Human NF-kappa-B transcription f 



METAGENE417: 



20 



25 



30 



39964_at 

34668_at 

36081_s__at 

36657_at 

38774_at 

40568_at 

4057 l_at 

40612_at 

32578_at 

33180 at 



Cluster IncL AJ007590:Homo sapiens mRNA for XRP2 protein /cds=(172,122 
Cluster Incl. D88152:Homo sapiens mRNA for acetyl-coenzyme A transporte 
Cluster IncL AB004848:Homo sapiens mRNA expressed in placenta, clone 
Cluster IncL AA883870:am26fl)l.sl Homo sapi^ cDNA, 3 end /clone^IMAG 
Cluster IncL U77942:Human syntaxin 7 mRNA, complete cds /cds=(79,864) 
Cluster IncL L35249:Homo sapiens vacuolar H+-ATPase Mr 56,000 subunit 
Cluster IncL U90942:Human myosin heavy chain 12 (MY05A) mRNA, complete 
Cluster Incl. AB029040:Homo sapiens mRNA for KIAAl 1 1 7 protein, partial 
Cluster IncL AW005997:wz91c01.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL U68 1 1 1 :Human protein phosphatase inhibitor 2 (PPP1R2) gen 



950_at D87127 /FEATURE^ /DEFINITION=D87127 Homo sapiens mRNA for translocation p 



METAGENE418 



35 



32426Xat 

34148__at 

34539_^at 

36302Xat 

33249_^at 

37554__^at 

40107 at 



Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IhcL 



M7748 1 :Human antigen (MAGE-1) gene, complete cds /cds=( 
AJ01261 IrHomo sapiens mRNA for SIX3 protein /cds=(207,120 
AF065854:Homo sapiens OR7E12P pseudogene, complete sequen 
U10688:Humaa MAGE-4b antigen (MAGE4b) gene, complete cd 
M16801;Human mineralocorticoid receptor mRNA (hMR), compl 
U62801 -.Human protease M mRNA, complete cds /cds==(245,979) 
AF054987:Homo sapiens clone 23831 aldolase C mRNA, comple 



544 



wo 2004/038376 



PCT/US2003/033946 



34367_at Cluster IncL AF006043:Hoxno sapiens 3-phosphoglyceiate dehydtogenase mR 

35369__at Cluster IncL AB023 154:Homo sapiens mRNA for KIAA0937 protein, partial 

37320_at Cluster IncL D14694:Human mRNA for klAA0024 gene, complete cds /cdSF=(l 

33203_s_at Cluster IncL U5983 1 iHuman transcription factor, forkhead related act 



METAGENE 419 ; 



35601_at Cluster IncL L00022:Hunian Ig active epsilonl 5 UT, V-D-J region subgro 

38377_at Cluster IncL U47742:Human monocytic leukaemia zinc finger protein (MOZ 

10 

METAGENE 420: 



3 1722_at Cluster IncL AL022326:dJ333H23. L 1 (60S Ribosomal Protein L3) /cds=(6, 

36894_at Cluster IncL AL03 1 846:dJ742C19.5 (novel Chromobox protein) /cds=(89,84 

15 39798_at Cluster IncL R87876:yo45h01.rl Homo sapiens cDNA, 5 end /clone-IMAGE- 

41236_at Cluster IncL U79252:Human clone 23679 mRNA, complete cds /cds=(973444 

41746__at Cluster IncL Z83840:Human DNA sequence from clone 216E10 on chromosome 

32744_at Cluster IncL AI526078:DU3.2-.7.G08.r Homo sapiens cDNA, 5 end /clone_e 

32766_at Cluster IncL Z83840:Human DNA sequence from clone 21 6E10 on chromosome 

20 33868_at Cluster IhcL Z93241:dJ222E13.3.2 (PUTATIVE partial isoform 2) /cds=(0, 

34302_at Cluster IncL U96074:Human translation initiation &ctor eIF3 p44 subun 

34837_at Cluster IncL AB002374:Human mRNA for KIAA0376 gene, partial cds /cds^( 

34849_at Cluster IncL X91257:H.sapiens mKNA for seiyl-tRNA synthetase /cds=(75, 

34866 at Cluster IncL AF055029:Homo sapiens clone 2471 1 mKNA sequence /cds==I)NKN 

25 35298_at Cluster IncL U54558:Homo sapiens translation initiation factor eIF3 p6 

35336_at Cluster IncL AL021707:Human DNA sequence from clone 50811 5 on chromoso 

38053_s_at Cluster IncL AF015767:Homo sapiens brain and reproductive organ-expr 

39916_r_at Cluster IncL J02984:Human insulinoma rig-analog mRNA encoding DNA-bi 



30 METAGENE 421: 



35402_at Cluster IncL AF068868:Homo s^iens TNFR-related death rBceptor-6 (DR6) 

34793_s_at Cluster IncL M22299:Human T-plastin polypeptide mRNA, complete cds, 

I388_g_at J03258 /FEATURE=mRNA /DEFINITION=HUMVDR Human vitamin D receptor 
35 mRNA, 



METAGENE 422: 



3 1739_at Cluster IncL AA9775 13:on60el 1 .si Homo sapiens cDNA, 3 end /clone==IMAG 
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38889_at 

39682_at 

34719_at 

35650_at 
5 35673_at 

38669_at 

39758Xat 

39787__at 

41207_at 
10 32764_at 

32768_at 

/clon©=DKFZp5 

33342_at 

34413_at 
IS 36121_at 

37367_at 

37654_at 

37739_at 

38477_at 
20 38817_at 

41332_at 

1348j5_at 

999_at X598I2 

vitami 
25 506_s_at 

activ 



Cluster lacL AF104304:Homo sapiens Smad anchor for receptor activation 
Cluster IttcL X87159:H.sapiens mRNA for beta subunit of epithelial amil 
Cluster Incl. AB020645:Homo sapiens mRNA for KIAA0838 protein, complete 
Cluster Incl. AB002354:Human mRNA for KIAA0356 gene, complete cds /cds= 
Cluster Incl. U02082:Himian guanine nucleotide regulatory protein (timl) 
Cluster Incl. D86959:Human mRNA for KIAA0204 gene, complete cds /cds=(5 
Cluster Incl. J04182:Homo salens lysosomal membraae glycoprotein- 1 ( 
Cluster Incl. AB029821;Homo sapiens mRiNA for phosphatidyledianolamine N 
Cluster fcicL AF043897:Homo sapiens C90RF3 large isoform, mRNA sequence 
Cluster Incl. AI796048:wh41g06.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. AL048308:DKFZp586A2224_sl Homo sapiens cDNA 

Cluster Incl. AF039029:Homo sapiens snurportml mRNA, complete cds /cds 
Cluster Incl. AF038203:Homo sapiens clone 23596 mRNA sequence /cds=lINKN 
Cluster IncL AB028988:Homo sapiens mRNA for KIAA1065 protein, complete 
Cluster Incl. X76228:H.sapiens mRNA for vacuolar H+ ATPase E subunit /c 
Cluster Incl. D3 1764:Hmnan mRNA for KIAA0064 gene, complete cds /cds=(2 
Cluster Incl. M86737:Human high mobility group box (SSRPl) mRNA, comple 
Cluster foci. S817S2:DPH2LF=candidate tumor suppressor gene {ovarian can 
Cluster Jnch AF047437;Homo sapiens spenn acrosomal protein mRNA, compi 
Cluster Incl. D3825 1 :Homo salens mRNA for RPB5 pCAP4), complete cds /c 
S79219 /FEATURE= yDKfINrnON=S79219 metastasis-associated gene [human, 
/FEATURE=ccls /DEFINmON«HSVD3HYD H.s^iens CYP 27 mRNA for 

U43 1 85 /FEATURE^ /DEFINl'nON=HSU43 1 85 Human signal transducer and 



METAGENE423: 



30 



35 



37794, 


-at 


38197, 


-at 


39638. 


.at 


39684. 


-.at 


4037 1_ 


-.at 


41071_ 


.at 


41387_ 




41863. 


at 


34238_ 


.at 


35145 


at 



Cluster IncL AF035281:Homo sapiens clone 23903 mRNA sequence /cds^UNKN 
Cluster Incl. M64934:Human kell blood group protem mRNA /cds=(123,2321 
Cluster Incl. S73885:AP-4=basic helix-loop-helix DNA-binding protein fh 
Cluster IncL U37707:Human dlg3 mRNA, complete cds /cds=(336,2093) /gb= 
Cluster IncL X5 1362:Human mRNA for dopamine D2 receptor /cds=(165,1496 
Cluster IncL X57655:H.5apiens RNA for acrosin-ttypsm inhibitor (HUSI- 
Cluster IncL AB002344:Human mRNA forKIAA0346 gene, partial cds /cds 
Cluster Incl. AF070623:Homo sapiens clone 24468 mRNA sequence /cds=UNKN 
Cluster IncL AB002362:Human mRNA for KIAA0364 gene, complete cds /cds= 
Cluster IncL X96401:H.sapiens mRNA for ROX protein /cds=(2l2,I960) /gb 
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10 



36552jat Cluster IncL AL080220:Homo sapiMS mRNA; cDNA DKFZp586P0123 (fiom 
clon 

40092_at Cluster Incl. AB002312:Hiiman mRNA for KIAA0314 gene, partial cds /cds=( 

40777_at Cluster Incl. X87838:H.sapieiis mRNA for beta-catenin /cds=(2 14,2559) /g 

35755_at Cluster Incl. US 1336:Human inositol 1 ,3,4-trisphosphate 5/6-kiziase mRNA 

39 161_at Cluster' Incl. AF052093:Homo sapiens clone 23685 mRNA sequence /cds==UNKN 

40207 _g_at Cluster IncL AI767675:wh38dl 1 .xl Homo sapiens cDNA, 3 end /clone=IM 

41483_s_at Cluster Incl. X5668 1 :Human juoD mRNA /cds=(174,12 1 7) /eh=CK5668 1 /gi=3 

1612_s_at X56681 /FEATURE=mRNA /DEFINTTION-HSJUNDR Human jmiD mRNA 

METAGENE424: 



38233 jat Cluster IncL AF093265:Homo sapiens homer-3 mRNA, complete cds /cds=«(90 

38599_s_at Cluster IncL AD001530:Homo sapiens XAP-5 mRNA, complete cds /cds=(75 

15 38956_at Cluster IncL AF052 1 1 1 :Homo sapiens clone 23953 mRNA sequence /cds=UNKN 

39307_s_at Cluster IncL X81637:H.sapiens clathrin light cliain b gene /cds=UNKNO 

32632_g_at Cluster IncL J03060:Human glucocerebrosidase (GCB) gene /cds=(229,17 

33294_at Cluster IncL D29958:Humaa mRNA for KIAAOI 16 gene, partial cds /cds=(0, 

333 19_at Cluster IncL AF009674:Homo sapiens axin (AXEN) mRNA, partial cds /cds- 

20 33745_at Cluster IncL M3 1 606:Human phosphoiylase kinase (PSK-C3) mRNA, complete 

35206_at' Cluster IncL AF049105:Homo sapiens centrosomal Nek2-associated protein 

36463_at Cluster IncL AB020680:Homo sapiens mRNA for KIAA0873 protein, partial 

36485_at Cluster IncL U85647:Homo sapiens small optic lobes homolog (SOUS) mRNA 

36500_at cluster IncL AF027974:Homo sapiens clone LM1955 H105e3 gene, partial c 

25 36870_at Cluster IncL ABO 1 8347:Homo sapiens mRNA for KLAA0804 protein, partial 

36880_at Cluster IncL U07736:Human quinone oxidoreductase2 (NQ02) gene /cds=(27 

37214_g_at Cluster IncL X90392:H.sapiens mRNA for DNase X gene /cds=(794,1702) 

38007_at Cluster IncL LI 1353:Human moesin-ezrin-radixin-like protein naRNA, comp 

38623_at Cluster IncL AI014538:ou40e01 ,xl Homo sapiens cDNA, 3 end /clone^IMAG 

30 38709_at Cluster IncL D80009:Human mRNA for KIAAOI 87 gene, complete cds /cds-(2 

40070_at ClusterIttcLD50912:HumanmRNAforKIAA0122 gene, partial cds /cds=(0, 

41 172_at Cluster IncL AA126515:2n85cl2.sl Homo sapiens cDNA, 3 end /clone=IMAG 

3221I_at Cluster IncL AB009398:Homo sapiens mRNA for 26S proteasome subnnit p40 

32774_at Cluster IncL AI541 050:pecl .2- 1 .E08.r Homo sapiens cDNA, 5 end /clone_ 

35 34787_at Cluster IncL X93209:H.sapiens mRNA for NRDl convertase /cds=UNKNOWN /g 

34880_at Cluster IncL AC0021 l5:Human DNA from overlapping chromosome 19 cosmids 

36651_at Cluster IncL X15525:H.sapiens lysosomal acid phosphatase gene (EC 3.1. 

38043_at Cluster IncL X55448:H.sapiens G6PD gene for glucose-6-phosphate dehydr 

38830_at Cluster IncL U66685:HSU66685 Homo sapiens cDNA /gb-U66685 /gi=1906570 
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395 19_at Cluster Incl. AB014S92:Homo sapiens xnRNA for KIAAD692 protein, partial 

40905_s_at Cluster Incl- AL050369:Homo sapiens mRNA; cDNA DKFZp566J153 (jfrom clo 
40923_at Cluster Incl. AA290994:zs45d07.rl Homo sapiens cDNA, 5 end /clone=IMAG 

41805 _g__at Cluster Incl. W80358:zh49a07.sl Homo sapiens cDNA, 3 end /clone=IMAG 
32584_at Cluster Incl. D38047:Human mRNA for 26S proteasome subunit p3 1, complet 

1324_at USB 174 /FEATURE= /DEFINITION=HSU53174 Human cell cycle checkpoint contro 
10 l_at Y09305 /FEATURE=cds /DEFINITION^HSDYRK4 H.sapiens mRNA for protein kinase 



10 



15 



20 



25 



30 



35 



METAGENE425: 

33034jat Cluster Incl. Y171 08:Homo salens xnKNA for rhomboid-ielated inotein, co 

35381_at Cluster Incl. AL080127:Homo sapiens mRNA; cDNA DKF2p434C013 (from 
clone 

37 1 14_at Cluster Incl. L32832:Homo sapiens zinc finger homeodomain protein (ATBF 

37490_at Cluster IncL L27213:Homo sapiens anion exchange protein mRNA, complete 

37529_at Cluster Incl. AF05 1946:Homo sapiens T-type calcium channel alpha~l subu 

38221_at Cluster IncL AF100153:Homo sapiens connector enhancer of KSR-Uke prot 

41610_at Cluster Incl. ABOl 1 105:Homo s^iens mRNA for KIAA0533 protein, partial 

41657_at Cluster IncL AF035625:Homo sapiens serine threonine kinase 1 1 (STKl 1) 

41705_at Cluster IncL U69198:U69198 Homo sapiens cDNA /clone=c-32hl0 /gb=U59198 

31846_at Cluster IncL AW003733:wsl6b04jcl Homo sapiens cDNA, 3 end /clone^IMAG 

32137jat Cluster IncL AF029778:Homo sapiens Jagged2 (JAG2) mRNA, complete cds / 

33269_at Cluster IncL AB003723:Homo sapiens mRNA for GPIl, complete cds /cds^l 

34287_at Cluster IncL AB023 175:Homo sapiens mRNA for KIAA0958 protein, partial 

34726_at Cluster IncL U07 1 39:Human voltage-gated calcium channel beta subunit m 

34769_at Cluster IncL U82535:Human fatty acid amide hydrolase mRNA, complete cd 

35671_at Cluster IncL U02619:Human TFUIC Box B-binding subunit mRNA, complete 

3793 1 jat Cluster Incl. X05299:Human mRNA (-95%) for major centromeare autoantigen 

37970__at Chister IncL AB028989:Homo sapiens mRNA for B:IAA1066 protein, partial 

37996_s_at Cluster IncL L08835:Homo sapiens DMR-N9, partial cds; and myotonic d 

38725_s_at Cluster IncL N36295:yx99bl2.rl Homo sapiens cDNA, 5 end /clone=IMAG 

39803_s_at Chister IncL U84570:Human A2 mRNA, complete cds /cds=(239,883) /gb-U 

401 16_at Cluster IncL X15573:Human liver-type 1-phosphofructokinase (PFKL) mRNA 

4045 l_at Cluster IncL AL080203:Homo sapiens mRNA; cDNA DKFZp434F222 (from 
clone 

32837_at Cluster IncL U564 1 8:Human lysophosphatidic acid acyltransferase-beta m 

33824_at Cluster IncL X74929:H.sapiens KRT8 mRNA for keratin 8 /cds=(59,1510) / 

33900jat Cluster IncL U76702:Homo sapiens follistatin-related protein FLRG (FLR 

33903_at Cluster IncL AB007144:Homo sapiens mRNA for ZIP-kinase, complete cds / 
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10 



15 



20 



33929_at 
35763_at 
35828_at 
36136__at 
36152__at 
36183__at 
36670_at 
37368_at 
38021_at 
38069lat 
38813_at 
39832_at 
clon 

39918_at 

40235_at 

40580_r_at 

41306_at 

1395_at L25081 

c 



Cluster IncL XS4232:Human xnRNA for heparan sulfete proteaglycan (glypi 
Cluster Incl. ABOl 1 1 12 Jlomo sapiens mRNA for KIAA0540 protein, partial 
Cluster Incl. D42123:Homo sapiens mRNA for ESP1/CRP2, complete cds /cds 
Cluster Incl. AF010315:HoraD sapiens Pigl 1 (PIGl 1) mRNA, complete cds /c 
Cluster Incl. X79353:H.sapiens XAP-4 mRNA for GDP-dissociation inhibit© 
Cluster Incl. X86779:H.sapiens mRNA for FAST kinase /cds=(21,1670) /gb= 
Cluster Incl. L26339:Human autoantigen mRNA, complete cds /cds=(136,378 
Cluster IncL AA292277:zt51ap5.sl Homo sapiens cDNA, 3 end /cIone==IMAG 
Cluster IncL U53204:Human plectin (PLECl) mRNA, complete cds /cds=(5 1 , 
Cluster IncL Z67743:H.s^iens mRNA for CLC-7 chloride channel protein 
Chistorlncl. X75621:Homo sapiens TSC2 mRNA for tubexin/cds«(18,5441) 
Chister IncL AL096723:Homo sapiens mRNA; cDNA DKFZp5<54H2023 (ftom 

Cluster IncL AF042379:Homo sapiens spindle pole body protein spc97 horn 
Cluster IncL L13738:Human activated p21cdc42Hs kinase (ack) naRNA, comp 
Cluster IncL M24398:Hxmian parathymosin mRNA, complete cds /cds=(300, 
Cluster IncL AA004795:zh96a06.sl Homo sapiens cDNA, 3 end /clone=IMAG 
/FEATURE= /DEFINITION-HUMRHOCA Homo sapiens GTPase (rhoC) mRNA, 



25 



1270_at M64788 /FEATURE^ /DEFINITION=HlJMRAPlGAP Human GTPase activating protein 
897_at L33243 /FEATURE==mRNA /DEFINITION=HUMPKDlA Homo sapiens polycystic kidney 
884_at M5991 1 /FEATURE= /DEFINrnON=HUMINTA3A Human integrin alpha-3 chain 
mRNA, 

72 l_g_at D87673 /FEATURE- /DEFINmON-D87673 Homo sapiens mRNA for heat 

shock tr 



METAGENE426: 



39306_at Cluster IncL AF0525 14:Homo sapiens thymus specific serine peptidase mR 

30 37558_at Cluster IncL U97188dHomo sapiens putative RNA hindtng protein KOC (koc 

40913_at Cluster IncL W28589:48hI2 Homo sapiens cDNA /gb=W28589 /gi«1308537 /ug 

1386_at M83738 /FEATURE= /DEFINITION=HUMPTPSA Human protein-tynosme phosphatase 

METAGENE427: 

35 

3 1 859_at Cluster IncL J05070;Humaii type IV collagenase mRNA, complete cds /cds= 

1 

METAGENE428: 
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36403_s_at 


Cluster incl. 




38862_at 


Cluster Incl. 




41442_at 


Cluster IncL 




41443_at 


Cluster Incl. 


5 


34223_at 


Cluster Incl. 




35147_at 


Cluster Incl. 




35626_at 


Cluster Incl. 




38342_at 


Cluster Incl. 




4n30_at 


Cluster Incl. 


10 


41222_at 


Cluster Incl. 




32145_at 


Cluster Incl. 




35852_^t 


Cluster Incl. 




39130_at 


Cluster Incl. 




40225_at 


Clust^Incl. 


15 


32591 at 


Cluster Incl. 



20 



25 



1294_at LI 3852 /FEATURE=/DEFINITION=HUMElURP Homo sapiens ubiquitin-activatmg 
1 134_at L13738 /FEATURE=niKNA /DEFIMTION=HUMNRTYKIN Human activated 
p21cdc42Hsk 

8 16_g_at U70987 /FEATURE- /DEFINITION=HSU70987 Human GAP binding protein 

p62dok 

596_8_at M59820 /FEATUREp^nRNA /DEFINITION=HUMGCSFR3 Human granulocyte 

colony-sti 

453_at U66616 /FEATURE^ /DEFINmON-HSU66616 Human SWI/SNF complex 170 KDa 
subun 

METAGENE429: 



30 



35 



38555_ 


-at 


Cluster Incl. 


41696^ 


.at 


Cluster Incl. 


31864. 


at 


Cluster Ihcl. 


32044. 


_at 


Cluster Incl. 


34230. 




Cluster Incl. 


34737. 


jat 


Cluster Incl. 


36489. 


-at 


Cluster Incl. 


39023^ 


.at 


Cluster Incl. 


40082_ 


.at 


Cluster Incl. 


40509. 


-at 


Cluster Incl. 


41139. 


.at 


Cluster Incl. 


33369. 


jat 


Cluster Incl. 



AB026436:Homo sapiens mRNA for dual specificity phosphata 
AI62O381:tu94d05.xl Homo sapiens cDNA, 3 end /clone=IMAG 
X98263:H.sapiens mRNA for M-phase phosphoprotein, mpp6 /c 
D13635:Human mRNA for KXAAOOIO gene, complete cds /cds=(3 
D84454:Human mRNA for UDP-galactose translocator, compl 
AF0S8718:Homo sapiens putative 13 S Golgt transport compl 
D00S60:Homo sapiens mRNA for phosphoribosyl pyrophosphate 
AF020038:Homo sapiens NADP-dependent isocitrate dehydroge 
D10040:Homo sapiens mRNA for long-chain acyl-CoA syntheta 
J04058;Human electron transfer flavoprotein alpha-subunit 
W26633:34bl Homo sapiens cDNA /gb=W26633 /gi-1307476 /ug= 
AI535653:P9-C4.T3.P9.D4 Homo sapiens cDNA, 3 end /clone_ 
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33849 jat Cluster IncL U02020:Human pre-B cell enhancing fiictor (PBEF) mRNA, com 

36607_at Cluster IncL Z99716:bK250Dl0.5 (alpha-N-ace^lgalactosammidase) /cds= 

■ 36677_at Cluster IncL X70476:H.sapiens subunit of coatomer complex /cds=(68^78 

36985_at Cluster IncL X17025:Human homolog of yeast EPP isomerase /cds=(50,736) 

5 37692__at Cluster LacL AI557240:PT2. 1_15_C 11. r Homo sapiens cDNA, 3 end/clone__ 

1039_s_at U2243 1 /FEATURE^ /DEFINITION=HSU2243 1 Human hypoxia-inducible fector 

1 

955_at Calmodulin Type I 

837_s_at U43944 /FEATURE= /DEraNnrnON=HSU43944 Humaa breast cancer cytosolic 

lO NAD 

589_at M323 13 /FEATURE=niItNA /DEF[NrnON=HlJM5AR Human steroid 5-alpha-reductase 
m 

223_at S81003 /FEATURE^ /DEFINmON=S81003 L-UBC=aibiquitin conjugating enzyme ITi 



15 METAGElSnB430: 



31927_ 


s_at 


Cluster IncL D86062:Human mRNA for KNP-Ib, complete cds /cds=(l 8,731 


37890L 


_at 


Cluster IncL X69398:H-sapiens niRNA for OA3 antigenic surface detennina 


41198_ 


at 


Cluster IncL AF05S008:Homo sapiens clone 24720 epithelin 1 and 2 mRNA, 


36630. 


.at 


Cluster IncL Z50781 :H.sapieiis mKNA for leucine zipper protein /cds^^^ 


36945_ 


.at 


Cluster IticL X94910:Homo sapiens mRNA for ERp28 protein /cds=(l 1,796) 


38391. 


jat 


Cluster IncL M9434S;Homo s^ens macrophage coping protein mRNA, comp 


41551_ 


_at 


Cluster Inch AW044624:wy78c04.xl Homo sapiens cDNA, 3 end /clone^IMAG 


41552_ 


_g_at 


Cluster IncL AW044624:wy78c04,xl Homo sapiens cDNA, 3 end /clone=IM 



25 13 15_^at D78361 /FEATURE- /DEFINITI0N=HUMODAZ Human mRNA for ornithine decarboxyl 
1267_^at M55284 /FEATURE^ /DEFINrnON=HUMPKCL Human protein kinase C-L (PRKCL) 
mR 

677__s_at J04430 /FEATURE=mRNA /DEFINITI0N-HUMACP5 Human tartrate-resistent 

acid 

30 

METAGENE431: 



3 1627 Jfat Cluster IncL AF047485:Homo sapiens amine oxidase pscudogene mRNA, sp 
41701_at Cluster IncL X72177:H,sapiens C6 gene, exon 1 /cds-:(20,2824) /gb=X7217 

35 35182_f_at Cluster IncL W25874:14e9 Homo sapiens cDNA /gb-W25874 /gi=1306015 /u 
33 142_at Cluster IncL AF034633:Homo sapiens oxphan G protein-coupled receptor ( 

2060_at M13995 /FEATURE=mRNA /DEFINITION=HUMBCL2B Human B-ceU 
leukemia/iymphoma 

258„at M16441 /FEATURE=cds#l /DEFINlTION==HUMTNFAB Human tumor necrosis factor an 
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METAGENE432: 

32089_at Cluster IncL AF079363:Homo sapiens sperm flagellar protein Repro-SA-l 

35230_at Cluster IncL AF070530:Homo sapiens clone 2475 1 unknown mRNA /cds=(0, 1 2 

40626_at Cluster IncL AI693193:wd68«)2.xl Homo sapiois cDNA, 3 end /clone==IMAG 

METAGENE433: 



10 3l736_at Cluster IncL AA975427:oq28g02.sl Homo sapiens cDNA, 3 end/cJone=IMAG 

33035_at Cluster IncL AL021397:dJ69El 1.3 (Yeast YPR037W and worm C02C2.6 predic 

33661 jat Cluster IncL U66589:Human ribosomal protein L5 pseudogene mRNA, comple 

35579_at Cluster IncL AB014524:Homo sapiens mRNA for KIAA0624 protein, partial 

36707_s_at Cluster LicL X89059:H.sapiens mRNA for unknown protein expressed in 

15 37156_at Cluster IncL AF070641:Homo sapiens clone 24421 mRNA sequence /cds=UNKN 

37506_at Cluster IncL Z78308:HSZ783O8 Homo sapiens cDNA /clone=l .47.(CEPH) /gb^ 

38568jat Cluster IncL U82939:Homo sapiens p53 binding protein mRNA, complete cd 

39637_at Cluster IncL U14528:Human sulfete transporter (DTD) mRNA, complete cds 

39969_at Cluster IqcL AA255502:zr85b06.rl Homo salens cDNA, 5 end /clone^IMAG 

20 40701_at Cluster IncL ir75362:Homo sapiens isqpeptidase T-3 (ISOT-3) mRNA, compl 

41438_at Cluster IncL AL049923:Homo sapiens mRNA; cDNA DKFZp547E2210 (from 
clon 

41465_at Cluster IncL AJ236885:Homo sapiens mRNA for ZBP-89 protein /cds=(391,2 

41466_s_at Cluster IncL L04282:Human CACCC box-binding protein mRNA, complete c 

25 41612_at Cluster IncL AB007872:Homo sapiens KIAA0412 mRNA, partial cds /cds=(36 

31867_at Cluster IncL AF052174:Homo sapiens clone 24630 mRNA sequence /cds=UNKN 

32127_at Cluster IncL U90030:Homo sapiens bicaudal-D (BICD) mRNA, alternatively 

33805_at Cluster SacL AB007949:Homo salens mRNA for KIAA0480 protein, complete 

34278_at Cluster IncL L18960:Human protein synthesis factor (eIF-4C) mRNA, comp 

30 34684^at Cluster IncL L36140:Homo sapiens (clone 1311) DNA helicase (RECQL) mRN 

3521 l_at Cluster IncL L07590:Human protein phosphatase 2A 130 kDa regulatory su 

35632_at Cluster IncL tJ26710:Human cbl-b mRNA, complete cds ycds==(322,3270) /gb 

36002_at Cluster IncL AB023229:Homo sapiens mRNA for KIAA1012 protein, complete 

36054_at Cluster IncL AB020699:Homo sapiens mRNA for KIAA0892 protein, partial 

35 37535_at Cluster IncL M27691 :Human transactivator protein (CREB) mRNA, complete 

37984_s_at Cluster IncL M57763:Human ADP-ribosylation factor (hARF6) mRNA, comp 

38986_at Cluster IncL Z49835:H,sapiens mRNA for protein disulfide isomerase /cd 

39419_at Cluster IncL AB011088:Homo sapiens mRNA for KIAA0516 protein, partial 

39794_at Cluster IncL D29956:Human mRNA for KIAA0055 gene, complete cds /cdsK3 
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10 



15 



20 



25 



40105_at 
complet 
4(H63_at 
40464_g_at 
32802_at 
33418_at 
clone 
35373_at 
36944_f_at 
37661_at 
38368_at 
38765_at 
40217_s_at 
40260_g_at 
40604 at 



Cluster IncL M65 131 .Humaa meOiylmalonyl-CoA mutase (MCM) mRNA, 

Cluster Incl. U70322:Human tcanspordn (TRN) mRNA, complete cds /cds=(9 
Cluster Incl. U70322:Huiiian transportin (TRN) mRNA, complete cds /cds= 
Cluster Incl. ABOl 1 169:Homo sapiens mRNA for KIAA0597 protein, partial 
Cluster incl. AL096752:Homo sapiens mRNA; cDNA DKFZp434A012 (from 



30 



Cluster Incl. M61906;Hunian P13-kinase associated p85 joiRNA sequence /cds 
Cluster Incl. U72621:Human LOTl mRNA, complete cds /cds=(657;2048) /g 
Cluster IhcL J04027:Human pla^a membrane Ca2+ pimiping ATPase mRNA» co 
Cluster Incl. U3193D:Humaa deoxyuridine nucleotidoliydrolase mRNA, compl 
Cluster IncL AB028449:Homo sapiens mRNA for Helicase-MOI, complete cds 
Cluster Incl. U65887:Human CDP-diacylglycerol synfliase mRNA, complete 
Cluster Incl. AL009266:H. sapiens cDNA similar to C. elegans RNA bind 
Cluster Incl. Y13493:Homo sapiens mRNA for pxotein Idnase Dyrk2 /cds=(3 
181 8_at Ras-Like Protein Tc 1 0 

1785_at S66431 /FEATURE= '/DEFINITION-S66431 RBP2=retinoblastoma binding protein 
1602_at L33881 /FEATURE- /DEFINITION=HUMPKCI Human protein Idnase C iota isofonn 
1603_g_at L33881 /FEATURE^ /DEFINinON-HUMPKCI Human pttJtein kinase C iota 
isofo 

1329_s_at U74382 /FEATURE- /DEFINniON=HSU74382 Human telomeric repeat DNA- 
bindi 

1269_^at M61906 /FEATURE= /DEFINITION=HUMP13KIN Human P13-kinase associated p85 m 
930_at L07590 /FEATURE= /DEFINmON==HUA4PP2A130 Human protein phosphatase 2A 130 
877_^at M27691 /FEATURE- /DEFINITION-HUMCREB Human transactivator protein (CREB) 
663_at LI 8960 /FEATURE- /DEFINmON=HUMEIF4C Human protein synthesis factor (elF 
514_at U26710 /FEATURE- /DEFINITION=HSU26710 Human cbl-b mRNA, complete cds 
462_at U70862 /FEATURE- /DEFINITION=HSU70862 Human nuclear factor I B3 mRNA, com 
274_at L04282/FEATURE=/DEFBSnrriON=HUMTB Human CACCCbox-^^ 
mRNA, 



METAGENE434: 



35 



34933_at 
41496_at 
clon 

l'735_,g_at 



Cluster Incl. AJ238381 :Homo sapiens pax9 gene, exons 1-2 and joined CDS 
Cluster Incl. AL050189:Homo sapiens mRNA; cDNA DKFZp586B0323 (from 

M60556 /FEATURE-mRNA#l /DEFINITION=HUMTGFB3B Human 



transforming growth 
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METAGENE435: 

35027_at Cluster Incl. X14830:Hiiman mRNA for muscle acetylcholine receptor beta- 

32957_g_at Cluster Incl. AC002550:Human Chromosome 16 BAC clone CIT987SK-A-101F1 
5 34197_at Cluster Incl X80907:H.sapiem mRNA for p85 beta subxmit of phosphatidy 

35361_at Cluster IncL W28299:44h4 Homo sapiens cDNA /gb-W28299 /gi=1308247 /ug== 

38482_at Cluster IhcL AJO 1 1497:Homo sapiens mRNA for Claudin-7 /cds=(334,969) / 

40275_at Cluster IhcL AL046322:DKFZp434I087_rl Homo sapiens cDNA, 5 end /clone 

41550_at Cluster Incl. AF091071:Homo sapiens clone 192 Rerl mRNA, complete cds / 

10 1939_at M22898 /FEATURE=mRNA /DEFINrnON=HUMP53Al 1 Human phosphoprotein p53 



l826_at M12174 /FEATURE= /DEFINmON===HUMRHOA Human ras-related rho mRNA (clone 6 
388_at X80907 /FEATURJE= /DEFINinON-HSPHOSINK H.sapiens mRNA for p85 beta subuni 

15 METAGENE436: 

32394_s_at Cluster Incl. X55954:Human mRNA for HL23 ribosomal protein homologue 

32395_r_at Cluster Incl. X55954:Human mRNA for HL23 ribosomal protein homologue 

32435_at Cluster IncL X63527:H.sapiens mRNA for ribosomal protein LI 9 /cds=(28, 

20 38272_at Cluster IncL AF038844:Homo sapiens MKP-1 like protein tyrosine phospha 

32191_at Cluster IncL D13969:Human mRNA for Mel-18 pxotem, complete cds /cds=( 

32192_g^at Cluster IncL D13969:Human mRNA for Mel-18 protein, complete cds /cds 

35741_at Cluster IncL U85245:Human phosphatidylinositol-4-phosphate 5-kinase ty 

36 1 8 l_at Cluster IncL X82456:H. sapiens MLN50 mRNA /cds=(75,860) /gb=X82456 /gi= 

25 40187_at Cluster IncL AW016815:UI-H-BI0-aam-c-09-0-UI.sl Homo sapiens cDNA, 3 

1309_at D26598 /FEATURE- /DEFINITION-HUMPSHl Human mRNA for proteasome subunit H 

METAGENE437: 

30 36378_at Cluster IncL AF085807:Homo sapiens uroplakin la mRNA, partial cds /cds 

39301_at Cluster IncL X85030:H.sapiens mRNA for skeletal muscle-specific calpai 

39105_at Cluster IncL Z46389:Homo sapiens encoding vasodilator-stimulated phosp . 

13 17_at X70040 /FEATURE=cds /DEFINITION=HSRON Rsapiens RON mRNA for tyrosine ki 

35 METAGENE438: \ 

39973_at Cluster IncL U47926:Human unknown protein B mRNA, complete cds /cds=(8 

34390_at Cluster IncL U9044 1 .Human prolyl 4-hydroxylase alpha QX) subunit mRNA 

36990_at Cluster IncL X0474 1 :Human mRNA for protein gene product (PGP) 9.5 /cds 
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37345_at Cluster Incl. AF013759:Homo sapiens calumein (Calu) inRNfA, complete cds 

39176_f_at Cluster IncL M54994:Human bile salt-activated lipase (BAL) mRNA, com 
33127_at Cluster Incl. U89942:Human lysyl oxidase-related protein (WS9-14) mRNA, 

METAGENE 439 : 



10 



15 



31583_ 


at 


31952^ 


a* 


33485_ 


-at 


34008. 


-at 


34430. 


.at 


33752. 


.at 


36930. 


-at 


41235_ 


<at 


398 11_ 


.at 


41262 


at 



Cluster IncL X67247:H.sapiens rpS8 gene for ribosomal protein S8 /cds= 
Cluster IhcL X69391:H.sapiens mRNA for ribosomal protein L6 /cds-(26,S 
Cluster IncL D23660:Human mRNA for ribosomal protein, complete cds /cd 
Cluster IncL AF08446S:Homo sapiens Ras-like GTP-binding protein REM mR 
Cluster IncL U70732:Hunian glutamate pyrovate transaminase (GFT) gene. 
Cluster IncL AB0206S7:Homo sapiens mRNA for KIAA0850 protein, complete 
Cluster IncL L05425:Homo sapiens autoantigen mRNA, complete cds /cds~( 
Cluster IncL AL022312:dJl 104E15.2 (activating transcription factor 4 { 
Cluster IncL AA402538:zu48g06.rl Homo sapiens cDNA, 5 end /clone^IMAG 
Cluster IncL AL021707:Human DNA sequence from clone 508115 on cbromoso 



METAGENE 440: 

20 3 1350_at Cluster IncL AC004597:Homo sapiens chromosome 19, cosmid F20722 /cds=( 

31439„fLat Cluster IncL X63095:H.sapiens mRNA for rhesus polypeptide (RhVI) /cd 

3 1478 jat ClustCT IncL M16653 :Human pancreatic elastase IIB mRNA, complete cds / 

31590_gL.at Cluster IncL AL031983:dJ271M21.2 (hs6Ml-12 (7 transmembrane receptor 

31775_at Cluster IncL X65018:H.sapiens mRNA for lung surfactant protein D /cds= 

25 3 1785_f_at Cluster IncL U928 17:Homo sapiens unnamed HERV-H protein mRNA, comple 

3 1930_f_at Cluster IncL X63096:H.sapiens mRNA for rhesus polypeptide (RhVUI) / 

31991_at Cluster IncL AL049430:Homo sapiens mRNA; cDNA DKFZp586H201 (from 
clone 

32007_at Cluster McL W29045:55el2 Homo sapiens cDNA /gb=W29045 /gi-:1309002 /ug 

30 32010_at Cluster IhcL Z82180:Human DNA sequence from clone E81G9 on chromosome 

32407_f,at Cluster IncL U92818:Homo s^iens c33.28 unnamed HERV-H protein mRNA, 

33651_at Cluster IncL AB013456:Homo sapiens hAQP8 mRNA for aquaporin 8, complet 

33670_at Cluster IncL X74439:H.sapiens mRNA for estrogen receptor gene Sflankin 

34060_g_at Cluster IncL AA586695:nn42h06.sl Homo sapiens cDNA, 3 end /clone=IM 

35 34067_at Cluster Incl. AL0223 14:dJl 170K4.2 (novel Trypsin family protein with cl 

34 1 39_at Cluster IncL AL04965 1 :Human DNA sequence from clone 753D 1 0 on chromoso 

34634_s_at Cluster IncL U68487;Human 5-hydroxytryptamine7 receptor isoform b mR 

34636jat Cluster IncL M23892:Human 1 5-lipoxygenase mRNA, complete cds /cds-(3, 1 

35091_at Cluster IncL AA706226:ah28a07.s 1 Homo sapiens cDNA, 3 end /clone=1240 
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10 



15 



20 



25 



30 



35 



35536_at 

36332_at 

36375_at 

36407_at 

364n_s_at 

3227 l_at 

32866_at 

32898_at 

32915_at 

33470_at 

33521_at 

33545_at 

33568_at 

34425_at 

34457_at 

34527_r_at 

34981_at 

35485_at . 

35899_at 

35915_at 

35939_s_at 

35950_at 

36276„at 

36285_at 

36298_at 

36702_at 

36706_at 

36754_at 

37853_at 

38507_at 

38558_at 

38851_at 

38860_at 

38897_at 

38942_r_at 

39242__at 

39245_at 

39990 at 



Cluster IncL ABOl 1 176:Homo sapiens xnKNA for KIAA0604 protein, complete 
Cluster Incl. U40391:Hiiman serotonin N-acetyltransfeiase gene, complete 
Cluster Incl. X74614:H.sapiens ODF2 (allele 2) gene for outer dense fib 
Cluster IncL AL050220:Homo sapiens mRNA; cDNA DKFZp586J1923 (fiom clon 
Cluster Incl. U29943:Hmnan ELAV-like neuronal protem-2 Hel-N2 mRNA, 
Cluster IncL X16707:Hnman fra-1 mRNA /cds=(34,849) /gb=X16707 /gi=3146 
Cluster IncL ABOl 1 177:Homo sapiens mRNA for KIAA0605 protein, complete 
Cluster IncL U20582;Himian actin-like peptide mRNA, partial cds /cds=(2 
Cluster IncL AL109730:Homo sapiens mKNA full length insert cDNA clone 
Cluster Incl. AF052177:Honio sapieDS clone 24510 mRNA sequence /cds=UNKN 
Cluster Incl. M63962:Hmnan gastric H,K-ATPase catelytic subunit gene, c 
Cluster Incl. M81758:Homo sapiens skeletal muscle voltage-d^sencknt sod 
Cluster Incl. U48861 :Human beta 4 nicotinic acetylcholine receptor subu 
Cluster IncL AF031469:Homo sapiens MHC class I related protein 1 iso& 
Cluster IncL U76010:Human putative zinc transporter ZnT-3 (ZnT-S) mRNA 
Cluster IncL AF052108:Homo sapiens clone 23687 mRNA sequence /cds=UN 
Cluster IncL M55513:Human potassium channel (HPCNl) mRNA, complete cds 
Cluster IncL X80818:H.sapiens mRNA for metabotropic glutamate receptor 
Cluster IncL AF109401:Homo sapiens neurotrophic J^ctor artemin precurs 
Cluster IncL X82540:H.s^ien5 mRNA for activin beta-C chain /cds=(127. 
Cluster IncL L20433:Human octamer binding transcription fector 1 (OT 
Cluster IncL U90841 Jlomo sapiens SSX4 (SSX4) mRNA, complete cds /cds^( 
Cluster IncL X67734:H.sapiens mRNA for transient axonal glycoprotein ( 
Cluster IncL U07364;Himaan inwardly rectifying potassium channel mRNA, 
Cluster IncL L14565:Human peripherin (PRPH) gene exons 1-9, complete c 
Cluster IncL AJ010277:Homo sapiens mRNA for TBX19 pmtein /cdsK51,139 
Cluster IncL Y15057:Homo sapiens mRNA for STK9 protem /cds=(221,3313) 
Cluster IncL X60435:H.sapiens gene PACAP for pituitary adenylate cycla 
Cluster IncL AI857458:wl57e02.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. X16867:Human mRNA for cytochrome P-450IID (clone pMP34) / 
Cluster IncL M29273:Human myelin-associated glycoprotein (MAG) mRNA, c 
Cluster IncL M63394:Human 3 nucleotide sequence mRNA /cds=^U2Na5CNOWN 



Cluster Incl 
Cluster Incl, 
Cluster Incl. 
Cluster Incl. 
Cluster Incl 
Cluster Incl 



U66346:Homo sapiens cAMP phosphodiesterase (PDE4C) mRNA, 
AJ000730:Homo sapiens mRNA for cationic amino acid transp 
W28610:49bl2 Homo sapiens cDNA /gb=W28610 /gi=1308558 / 
X96783:H.sapiens Syt V gene (genomic and cDNA sequence) / 
U72507:Human 40871 mRNA partial sequence /cds^UNKNOWN /gb 
U07559:Human ISL-1 (Islet-1) mRNA, complete cds /cds=(248 
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40299_at Cluster Incl. AF091890:Homo sapiens G-ptotBin coupled receptor RE2 mRNA 

40317_at Cluster IncL U57352:Human sodium channel 1 (hBNaCl) mRNA, complete cds 

40643_at Cluster Incl. M34480:Human platelet glycoprotein lib (GPIIb) mRNA, comp 

41647_at Cluster Incl. W28742:51a7 Homo sapiens cDNA /gb=W28742 /gi=1308690 /ug= 

5 32029_at Cluster Incl. AF017995:Homo sapiens 3-phosphoinositide dependent protei 

327 10_at Cluster Incl. X83 127:H.sapiens mRNA for voltage gated potassium channel 

33779_at Cluster Incl. AF060538:Homo sapiens vesicle associated membrane protein 

34655_at Cluster Incl. AI951832:wx38b09.xl Homo sapiens cDNA, 3 end /clone=IMAG 

35685_at Cluster Incl. Z14000:H.sapiens RINGI gene /cds=(75,1208) /gb=Z14000 /gi 

10 3601 l_at Cluster Incl. AF03553 1 :Homo sapiens S3aitaxin 1 0 mRNA, complete cds /cds 

36037_gjat Clv^ter Incl. J05500:Human beta-spectrin (SPTB) mRNA, complete cds /c 

36546jr_at Cluster Incl. ABOl 1 1 14:Homo sapiens mRNA for KIAA0542 protein, comple 

36815_at Cluster Incl. AF038185:Homo sapiens clone 23700 mRNA sequence /cds=UNKN 

36883_at Cluster Incl. X14640:Human mRNA for keratin 13 /cds-(42,14I8) /gb=X1464 . 

15 36907 at Cluster Incl. M88468:Homo sapiens mevalonate kinase mRNA, complete cds 

37 191_at Cluster IncL D87463:Human mRNA for KIAA0273 gene, complete cds /cds=-(4 

37270_at Cluster IncL AF007876:Homo sapiens NaJKL-ATPase beta 2 subunit gene, co 

38624_at Cluster IncL AF054506:Homo sapiens erythroid K-Cl cotmnsporter splici 

38646_s_at Cluster IncL AI763065:wi64h03.xl Homo sapiens cDNA, 3 end /clone==IM 

20 38660_at Cluster IncL F27891:HSPD16170 Homo sapiens cDNA /clone=s4000025D03 /gb 

40094_r_at Cluster IncL X80026:H.s^i6ns B-cam mRNA /cds=(6,1772) /gb=X80026 /g 

40442_f_at Cluster IncL W26019:18b9 Homo sapiens cDNA /gb-W26019 /gi==1306304 /u 

40507_at Cluster IncL K03 195:Human (HepG2) glucose transporter gene mRNA, compl 

32810__at Cluster IncL AF019369:untitled /cds=<89,826) /gb=AF019369 /gi=2623563 

25 34832_s_at Cluster IncL AB018306:Homo sapiens mRNA for KIAA0763 protein, comple 

35756_at Cluster IncL AF0898 16:Homo sapiens RGS-GAIP interacting protein GIPC m 

36615_at Cluster IncL M8375 1 :Human arginine-rich protem (ARP) gene, complete c 

38027_at Cluster IncL X53742:H,sapiens mRNA for fibulin-1 B /cds=(10,1815) /gb= 

38048_at Cluster IncL D841 10:Homo sapiens mRNA for RBP-MS/type 4, complete cds 

30 38058_at Cluster IncL Z22865:H.sapiens derraatopontin mRNA, complete CDS /cds=(l 

38752_r_at Cluster IncL AA426364:zv61b06.s 1 Homo sapiens cDNA, 3 end /clone^IM 

39468_r_at Cluster bicL W27081:22g5 Homo sapiens cDNA/gb=W27081 /gi=1306660 /u 

39472_s_at Cluster IncL W25985 : 17e6 Homo sapiens cDNA /gb=W25985 /gi=1306252 /u 

39870_at Cluster IncL AI377866:te63h04.xl Homo sapiens cDNA, 3 end /clone=IlVlAG 

35 40595_at Cluster IncL AI345337:tb8 1 gl 1 .x 1 Homo sapiens cDNA, 3 end /clone=IMAG 

40919_at Cluster IncL M81830:Human somatostatin receptor isoform 2 (SSTR2) gene 

40938_at Cluster IncL Y13835:Homo sapiens mRNA for famesylated-proteins conver 

40954_at Cluster IncL H94881:yu578)7.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 

40959_at Cluster Incl. ABOl 1 171 :Homo s^iens mRNA for KIAA0599 protein, partial 
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41351 jat Cluster IncL AA885106:am31h01.sl Homo sapiens cDNA, 3 end /clone=IMAQ 

41361 jat Cluster IncL W28148:43f2 Homo sapiens cDNA /gb=W28148 /gi=1308159 /ug« 

41793_at . Cluster Incl. AI288757:qml IhOLxl Homo sapiens cDNA, 3 end /done^IMAG 
4 1 825_at Cluster IncL W26652:34c6 Homo sapiens cDNA /gb=W26652 /gi=l 307495 /ug= 

5 32560_s_at Cluster IncL W30959:zc65hl0.rl Homo sapiens cDNA, 5 end /clone=IMAG 
1 552 J_at U22028 /FEATURE=expanded_cds /DEFINinON=HSU22028 Human 

cytochrome P45 

1517_at J02906 /FEATURE=mBNA /DEFINmON=HUMCYPIIF Human cytochmme P450IIF1 
pro 

10 1419 _jg_at D29675 /FEATURE==^on /DEFINniON=HUMNOSB Human inducible nitric 
oxide 

1^39_s„at X14675 /FEATLIRE==cds /DEFINrnON=HSBCR3C Human bcr-abl mRNA 5 

fragment 

1289_at L02321 /FEATUIIE= /DEFIOTnON=HlJM:GSTM5 Human glutathione S-transferase (G 
15 1 259_at L76568 /FEATURE=exons#13-14 /DEFINITION=HUMERCC4G Homo sapiens excision 
1 177_at Dna-Binding Protein Ap-2, Alt. Splice 3 

1 155_at J03069 /FEATlJRE=mRNA /DEFINmON==HUMMYCL2A Human MYCL2 gene, 
complete cd 

1 122_fat K03183 /FEATURE'^KKis /DEFINITrON=HUMCGBBA3 Human chorionic 

20 gonadotropin 

1032_at Ul 1872 /FEATUEE= /DEFINmON=HSUl 1872 Human interleukin-8 receptor type 
730jr_atMucm 3, Intestinal 
731_f_atMucin 3, Intestinal 
732__f^atMucin 3, Intestinal 
25 420__at X65633 /FEATORE=cds /DEFINITION=HSACTHR H.sapiens ACTH-R gene for adrenoc 
240_at M6423 1 /FEATlIRE=mRNA /DEFINlTION=HUMSPERS YN Human spermidine synthase 
gen 

121„at X69699 /FEATURE^ /DEFINITION=HSPAX8A Rsapiens Pax8 mRNA 



30 METAGENE441 



35 



3 1382_f,at Cluster Incl. AF016492:Homo sapiens UDP-glucuronosyltransferase 2B mR 

33068_f_at Cluster IncL U08854:Human UDP glucuronosyltransferase precursor (UGT 

4 1 376_i_at Cluster IncL J05428 iHuman 3,4-catechol estrogen UDP-glucuronosyltran 

41377_f_at Cluster IncL J05428:Human 3,4-catechol estrogen UDP-glucuronosyltran 



METAGENE442 ; 



34927_at Cluster IncL M28826:Human thymocyte antigen CDlb noJlNA, complete cds /c 
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37861_at Cluster inch Xl4975:Human CDl R2 grae for MHC-related antigen /cds«(0, 

39925_at Cluster IncL M95610:Human alpha 2 type IX collage (COL9A2) mRNA. part 

1 1 83_at D43767 /FEATURE^ /DEFINITION=HUMAR Human mRNA for chemokine, complete cd 

METAGElSnB443: 

34556jat Cluster Incl. 229074:H.sapiens mRNA for cytokeratin 9 /cds==(664937) /g 

37588_s_at Cluster Incl. U62317:Chromosome 22ql3 BAC Clone CIT987SK-384D8 comple 
1256_at L38929 /FEATURE==mRNA /DEFlOTTION=HUMPTPD Homo sapiens piotein tyrosine p 

METAGENE444: 



15 



3 1 544_at Cluster Incl. L13203:Human HNF-3/fork-liead homolog-3 HEH-3 mRNA, comple 

32105_f_at Cluster IncL U66063:Homo sapiens calcium/calmodulin-dependesat protei 

METAGENE 445 : 



351 18_at Cluster IncL M12625:Human lecilhin-cholesterol acylfcransferase mRNA, c 

36267_at Cluster IncL X77909:H.sapiens KBL mRNA /cds=(68,1213) /gb-X77909 /gi= 

20 37442_at Cluster IncL AL050378:Homo sapiens mRNA; cDNA DKFZp586I1420 (from clon 

37489_sjat Cluster IncL U05596:Human anion exchanger 3 brain isoform (bAE3) mRN 

38188jB_at Cluster IncL L28821:Homo sapiens alpha mannosidase II isozyme mRNA, 

38592j5_at Cluster IncL AI8282 1 0:wk8 le09.xl Homo sapiens cDNA, 3 end /clone^IM 

39261_at Cluster Incl. L16896:Human zinc finger protein mRNA, complete cds Zeds- 

25 41 1 14_at Cluster Incl. AB018350:Homo sapiens mRNA for KIAA0807 protein, partial 

41698_at Cluster IncL AL031685:dJ963K23.4 (KIAA0939 (novel Sodium/hydrogen exch 

31839jat Cluster IncL AC004475:Homo sapiens chromosome 19, cosmid F23858 /cds=( 

32635_at Cluster IncL AB029036:Homo sapiens mRNA for KIAAl 1 1 3 protein, partial 

33300_at Cluster IncL AL031282:dJ283E3.3, 1 (Cell Division C^ycle 2-Like 2 (PITSL 

30 34200_at Cluster IncL X83378:H.sapiens mRNA for putative chloride channel /cds== 

35652jg^at Cluster IncL AF002715:Homo sapiens MAP kinase kinase kioase (MTKl) m 

36068_at Cluster IncL AF002210:Homo sapiens copper chaperone for superoxide dis 

36562_at Cluster IncL AB007887:Homo sapiens KIAA0427 mRNA, complete cds /cd8=(2 

37269_at Cluster IncL D38496:Human mRNA for LZTR-1, complete cds /cds=(862,2520 

35 37596_at Cluster IncL U09 1 17:Human phospholipase c delta 1 mRNA, complete cds / 

40104_at Cluster IncL D63780:Homo sapiens mRNA for YSKl, complete cds /cds=(l 14 

34406_at Cluster IncL ABOl 1 174:Homo sapiens mRNA for KIAA0602 protein, partial 

35795_at Cluster IncL AJ011972:Homo sapiens mRNA for histone deacetylase-like p 

37379_at Cluster IncL X81789:H.sapiens mRNA for splicing factor SF3a60 /cds=(56 
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38440_s_at 

39115_at 

clone 

39129_at 

3955 l_at 

39861_at 

32502_at 

160024_at 

/NOTE 



Cluster lacl. AA015605:2e20cl2,sl Homo sapiens cDNA, 3 eiid/clone===IM 
Cluster IncL AL050275:Homo sapiens mRNA; cDNA DKF2p566D2I3 (from 

Cluster Incl. AF052134:Homo sapiens clone 23585 mRNA sequence /cds==UNKN 
Cluster Incl. N98667:yy66d05.rl Homo sapiens cDNA, 5 end /clone=IMAGE- 
Cluster Incl. M98343:Homo sapiens amplaxin (EMSl) mRNA, complete cds /c 
Cluster Incl. AL041124:DKFZp434D0316_sl Homo sapiens cDNA, 3 end/clon 
X78342 /FEATURE=cds /DEFINrnON=HSPISSLRE H.sapiens PISSLRE mRNA 



METAGENE446; 



15 



37864_s__at 
38194_s_at 
33273_f_at 
33274_f_at 
41827 f at 



Cluster Incl. Y14737:Homo sapiens mRNA for immunoglobuUn lambda heav 
Cluster IncL M63438;Human Ig rearranged gamma chain mRNA, V-J-C regi 
Cluster IncL X57809:Human rearranged immunoglobulin lambda light cha 
Cluster IncL Ml 8645:Human Ig rearranged lambda-chain mRNA VJC-region 
Cluster IncL AI932613:wo05c02.xl Homo sapiens cDNA, 3 end /clone=-IM 



METAGENE447: 



20 



25 



30 



35 



31451_at 

31699_at 

35597_at 

33989_f_at 

34533_at 

36262_at 

36263^_at 

36696_at 

37111^_at 

37528_at 

37886_at 

38207_at 

39277_^at 

40696_at 

41390_^at 

34725_at 

34742_at 

39694_at 

40493 at 



Cluster IncL 
Cluster Incl 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster l^cL 
Cluster IncL 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



. U62794:Human CDC42 GAP-related protein mRNA, partial cds 
. S67334:phosphatidylinositol 3-kinase pi 10 beta isofonn^l 1 
. AJ000480:Homo sapiens mRNA for C8FW phosphoprotein /cds=( 
. W28869:53h2 Homo sapiens cDNA /gb=W28869 /gi^lSOSSSO /u 
AF038192:Homo sc^iens clone 23808 mRNA sequence /cds-UNKN 
. Z12173:H.sapiens GNS mRNA encoding glucosamine-6-sulpha(a 
Z12173:H.sapiens GNS mRNA encoding glucosamine-6-sulpha 
AB000359:Homo sapiens PIGCPl pseudogene /cds=(0,416) /gb= 
AB012229:Homo sapiens gene for fitictose-6-phosphate,2-k 
U03109:Human aspartyl beta-hydroxylase mRNA, complete cds 
AB015332:Homo sapiens HRIHFB2018 mRNA, partial cds /cds=( 
AW006742:w28glD.xl Homo sapiens cDNA, 3 end /clone=IMAG 
U60805:Hmnan oncostatin-M specific receptor beta subunit 
U50062:Homo sapiens RIP protein kinase mRNA, complete cds 
X69086:H.sapiens mRNA for utrophtti/cds=(0,10301) /gb=X69 
M73077:Human glucocorticoid receptor repression fector 1 
Z23115:H.sapiens bcl-xL mRNA /cds-(l 34,835) /gb«Z231 15 /g 
W27517:31h6 Homo s^iens cDNA /gb=W27517 /gi=1307321 /ug= 
L05424:Human hyaluronate receptor (CD44) gene /cds~(136,2 
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Cluster IncL AB018293:Homo sapiens mRNA for KIAA0750 protein, complete 
Cluster IncL U12022:Human calmodulin (CALMl) gene /cds=(199,d48) /gb 
Cluster Incl. L05 147:Hiunan dual specificity phosphatase tyrosine/serine 
Cluster IncL U22815:Human LAR-interacting protein la mRNA, complete 
Cluster IncL AI189226:qd04hl l.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AC004472:Homo sapiens chromosome 9, PI clone 1 1659 Zeds 
Cluster IncL D49817:Homo sapiens mRNA for 6-phosphofiiicto-2-kinase/fru 
Cluster IncL AF038897:Homo sapiens syntaxin 16 mRNA, complete cds Zeds 
Cluster IncL X98248:H.sapiens mRNA for sortilin Zcds=(2 1,2522) Zgb=X98 
Cluster IncL AI742087:wg38gI0-xI Homo sapiens cDNA, 3 end /clone=lMAG 
Cluster IncL AA013087:ze27c09.rl Homo s^iens cDNA, 5 end/cloneF=IMAG 
Cluster IhcL W28255:44b8 Homo sapiens cDNA /gb«W28255 /gi^l308203 /ug== 
Cluster IncL W28510:48£3 Homo sapiens cDNA /gb=W28510 /gi==1308521 /u 
L08599 /FEATURE^ /DEFINTnON«HlJMUVOECAD Human uvomonilin (E- 

1917_at X03484 ZFEATURE-cds /DEFINITION=HSRAHl Human mRNA for raf oncogene 
1793_at M80629 /FEATURE= ZDEFINIHON-HUMCHED Human cdc2-related protein kinase ( 
1615_at Z231 15 /FEATLIRE=cds ZDEFINmON^-HSBCLXL H.sapiens bcI-xL mRNA 
1439_s_at X75346 /EEATURE==cds ZDEFINITION=HSMAPKAP H.sapiens mRNA for MAP 

20 kinase 

1034_at U14394 ZFEATURE= ZDEFINmON=-HSU14394 Human tissue inhibitor of metallop 
1045_s_at U33838 /FEATURB= /DEFINinON=HSU33838 Human NF-kappa-B p65delta3 

mRNA, 

973_at Y10032 /FEATURE=cds /DEFINITION=HSRNASTPK H.sapiens mRNA for putative ser 
25 867_s_at U12471 /FEATURE=cds#2 ZDEFINITION=HSU12471 Human 1hrombospondin-l 

gene, 

727_at Ornithine Aminotransferase-Like 3 

622_at M28212 /FEATURE= /DEFINI110N-HIJMRAB6A Homo sapiens GTP-binding protein (R 
517_at U07000 /FEATURE=cds#4 ZDEFINmON=HSU07000 Human biealq)oint cluster regio 
30 435^„at X03473 ZFEATURE-cds /DEFINITION=HSHIS10G Human gene for histone 

H1(0) 

METAGENE448: 

35 37178_at Cluster IncL M74089:Human TBI gene mRNA, 3 end Zcds=(0,1305) Zgb=M740 

METAGENE449: 

38210_at Cluster IncL Z35094:H.sapiens mRNA for SURF-2 /cds=(17,787) Zgb=Z35094 



40847_at 
41144 g at 

41226_at 
41782^at 
5 33372_at 
33843_g^at 
39522_at 
39523_at 
39537_at 

10 40553_at 
40608_at 
40984_at 
41287_s_at 
2082_s_at 

15 cadherin) 
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39643_at 
40322_at 
34695__at 
37959_at 
38991_at 
38762__at 
39151 at 



Cluster Incl. 
Cluster Incl. 
Cluster Incl, 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 



U94703:Homo sapiens mitochondrial DNA polymerase accessor 
D12763:Homo SEpiens mRNA for ST2 protein /cds==(46,1032) / 
AI816724:wi43c06.xl Homo sapiens cDNA, 3 end /clone=IMAG 
D63876:Human mRNA for KIAA0154 gene, partial cds /cds=*(0, 
U55980:HSU55980 Homo sapiens cDNA, 3 end /clone=25453 /c 
AF083255:Homo sapiens RNA heUcase-related protein mRNA, 
AL031290:Human DNA sequence from clone 774124 on chromoso 



METAGENE450: 



10 



20 



38551_at 
41473_at 
40824 at 



Cluster Incl. U521 12:neural cell adhesion molecule LI /cds=(l 9,3792) /g 
Cluster Incl. L05779:Human cytosolic epoxide hydrolase niRNA» complete c 
Cluster Incl. AB018288:Homo sapiens mRNA for KIAA0745 protein, partial 



15 METAGENE451 



35919^ 


-at 


39939_ 


^at 


39940^ 


.at 


clon 




33763_ 


-at 


32163_ 


f_at 


38068 


at 



Cluster InoL J05068:human trauscobalamin I mRNA, complete cds /cds=(75 
Chister Incl. D21337:Human mRNA for collagen /cds=(234,5270) /gb=D21337 
Cluster IncL AL080094:Homo sapiens mRNA; cDNA DKFZp56401262 (from 

Cluster Incl. AI829671:wfi)9b02.xl Homo sapiens cDNA, 3 end /clone==IMAG 
Cluster IncL AA216639:zq95fl)7.sl Homo salens cDNA, 3 end /clone=IM 
Cluster Incl. M63 17S:Human autocrine motility &ctor receptor mRNA /cds 



25 METAGENE452: 



30 



34666_at Cluster Incl. X07834:Human mRNA for manganese superoxide dismutase (EC 

35309_at Cluster IncL U20428:Human SNC19 mRNA sequence /cds==lJNKNOWN 

/gb=U20428 

METAGENE 453 : 



35 



34585^ 


at 


Cluster IncL L07919:Human homeodomain protein DLX-2 mRNA, 3 end /cds= 


35009_ 


_at 


Cluster IncL U33837:Human glycoprotein receptor gp330 precursor, mRNA, 


37833^ 




Cluster IncL J02943:Human corticosteroid binding globulin mRNA, comple 


39266^ 


-at 


Cluster IncL AF070632:Homo sapiens clone 24405 mRNA sequence /cds==UNKN 


40291, 


J-.at 


Cluster IncL L13972:Homo sapiens beta-galactoside alpha-2,3-sialyltr 


35183_ 


.at 


Cluster hicl. U78735:Human ABC3 mRNA, complete cds /cds=(559,5673) /gb= 


35227^ 


at 


Cluster IncL U72066;Homo sapiens CtBP interacting protein CtIP (CtIP) 
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35643_at 
37274_at 
37639_at 
39033_at 
33353_at 
347923t 
clon 

34808_at 
35283_at 
38449_at 
40278_at 
40936_at 
41302_at 
260 at M16447 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 

Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
/FEATURE= 



X76732:H.s^iens wKNA for NEFA protein /cds=(219a481) /g 
AFOl 863 1 runtitled /cds=(35,l 666) /gb=AF01863 1 /gi=2674074 
X07732:Human hepatoma mKNA for serine protease hepsin /cd 
Z78368:HSZ78368 Homo sapiens cDNA /clone=3.142-(CEPH) /gb 
W26466:32fll Homo sapiens cDNA /gb=W26466 /gi=l 307372 /ug 
AL049954:Homo sapiens mRNA; cDNADKFZp564A1523 (ftom 

AB023216:Homo sapiens mRNA forKIAA0^99 protein, partial 
H05692:yl76bl2.sl Homo sapiens cDNA, 3 end/clone==IMAGE- 
W28931:56B Homo sapiens cDNA /gb=W28931 /gi=1309086 /ug== 
AB029003:Homo sapiens* mRNA for KIAA1080 protein, partial 
AI6S1806:wb55fl0.xl Homo sapiens cDNA, 3 end /clone=IMAG 
R59606:yh02e06.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
= /DEFrNmON=HUMDHPRA Human dihydropteridine reductase (h 



15 



METAGENE454: 



3 1522_f.at Cluster Incl. Z80779:H.sapiens H2B/g gene /cds=(0,380) /gb=Z80779 /gi 

3 1523_f_at Cluster Incl. Z80780:H.sapi^ H2B/h gene /cds=(0,380) /gb=Z80780 /gi 

20 3 1524_f„at Cluster Incl. Z80782:H.sapiens H2B/k gene /cds'K0,380) /gb-Z80782 /gi 

3 1528_f_at Cluster Incl. Z83738:H.sapiens hH2B/e gene /cds=(0,380) /gb=Z83738 /g 

31693_f_at Cluster Incl. Z80776:H.sapiens H2A/g gene /cdff=(G^92) /gb=Z80776 /gi 

34157_f_at Cluster Incl. AI200373:q©8c03.xl Homo sapiens cDNA, 3 end /clone=IM 

35127_at Cluster IncL AI039144:ox31b09.sl Homo sapiens cDNA, 3 end /clone=IMAG 

25 35576_f_at Cluster Incl. AL009179:dJ97DI6.4 (Histone H2B) /cds=(25,405) /gb=AL00 

36347_f_at Cluster Incl. AA873858:oli79bl0.sl Homo sapiens cDNA, 3 end /clone=IM. 

32980 Jfjat Clustea: Incl. AI688098;wc92fD8.xl Homo sapiens cDNA, 3 end /clone^IM 

34964_at Cluster Incl. N35832:yx89bl0.rl Homo sapiens cDNA, 5 end /clone^lMAGE- 

36757_at Cluster Incl. AL009179:dJ97D16.6 (Histone H3. 1) /cds=(J 0.420) /gb==AL009 

30 38576_at Cluster IncL AJ223353:Homo sapiens mRNA for histone H2B, clone pJG4-5- 

39697_at Cluster IncL U26726:Human 1 1-beta-hydroxysteroid dehydrogenase type 2 

328 19_at Cluster IncL AJ223352:Homo sapiens mRNA for for histone H2B, clone pjG 

33352_at Cluster IncL X57985:H.sapiens genes for histones H2B.1 and H2A /cds=(4 

34308_at Cluster IncL U90551 iHuman histone 2A«like protein (H2A/1) mRNA, comple 

35 37018_at Cluster IncL AH 89287:qd05c04.xl Homo sapiens cDNA, 3 end /clone=IMAG 

32609_at Cluster IncL AI885852:wl62d08.xl Homo sapiens cDNA, 3 end /clone=IMAG 
762_f_atAB000905 /FEATURE^cds /DEFINITION=AB000905 Homo sapiens DNA for H4 hist 
286__at L19779 /FEATURE^ /l3EFINmON==HUMH2A2A Homo sapiens histone H2A.2 mRNA, 

CO 
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153_f.atX00088 /FEATURE=cds /DEFINinON=HSfflSH2B Human histone H2b 



METAGENE455 



10 



15 



20 



25 



35021__at 

32323_at 

33527_at 

36250_at 

36326_at 

/gb=M96740 

38174_at 

38225_at 

39619_at 

32717_at 

37545_at 

33426_at 

34847_s_at 

36160__s_at 

40272_at 

40543_at 

40544 jg at 

41280_r_at 

41325_at 

41792_at 

33157 at 



Cluster Incl. U89326:Homo sapiens bone morpliogenetic protein receptor t 
Cluster IncL M63582:Human preprothyrotropin-rcleasing hormone gene /cd 
Cluster IncL U39196:Human clone hGIRKl G-protein coupled inwardly rect 
Cluster Inch AI889718:wol7c04,xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. M96740:Human NSCL-2 gene sequence /cds=UNKNOWN 



Cluster IncL 
Cluster Ihcl. 
Cluster IncL 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



X99688:H.sapiens mKNA firom TYL gene /cdsF=(1806,3743) /gb= 
AF052728:Homo salens HERG-USO (HERG) mRNA, altematiyely 
AF070551:Homo sapiens clone 24515 mRNA sequence /cds~UNKN 
AF029729:Homo sapiens neuralized mRNA, complete cds /cds= 
W221 10:64F1 1 Homo sapiens cDNA /clone=(not-directional) / 
Y00064:Human mRNA for secretogranin I (chromogmnin B) /c 
AF112471:Homo sapiens calcium/calmodulin-dependentprot 
U8 1561 :Human protein tyrosine phosphatase receptor pi ( 
D78012:Homo sapiens mRNA for dihydropynmidinase related 
L08424:Homo sapiens achaete scute homologous protein (ASH 
L08424:Homo sapiens achaete scute homologous protein (A 
AF007134:Homo sapiens clone 23565 unknown mRNA, partial 
AF006823:Homo sapiens TWIK-related acid-sensitive K+ chan 
L78207:Homo sapiens sulfonylm^a receptor (SURl) mRNA, co 
M931 19:Human zinc-finger DNA-bindmg motifs (IA-1) mRNA, 



METAGENE456: 



30 



35 



33610_at 
clone 

33611 g^at 

35071_s_at 

36806jat 

38952_s_at 

40356_at 

41424_at 

37637_at 

39080_at 

/gb=M88458 



Cluster IncL AL049977:Homo sapiens mRNA; cDNA DKFZp564C122 (from 



Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



AL049977:Homo sapiens mRNA; cDNA DKFZp564C122 (firom clo 
AF042377:Homo sapiens GDP-mannose 4,6 dehydratase mRNA, 
X83877:Hsapiens mRNA for ABP/ZF /cds=(364,684) /gb=X8387 
M33653:Human (clones HT-[125,133J) alpha-2 type IV coll 
AB026833:Homo sapiens mRNA for chloride channel protein, 
L48516:Homo sapiens paraoxonase 3 (P0N3) mRNA, 3 end of 
U27655:Human RGP3 mRNA, complete cds /cds=(287,1846) /gb= 
M88458:Human ELP-1 mRNA sequence /cds=UNKNOWN 
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15 



32756jat 
36963_at 
37044__at 
38469_at 
39171_at 
39805_at 
40976_at 
41489_at 
32567 at 



Cluster Incl. AF030249:Honio salens putative dienoyl-CoA isomerase (ECH 
Cluster Incl- U30255:Human phosphogluconate dehydrogenase ftPGDH) gene. 
Cluster Incl. D49490:Homo sapiens niRNA for protein disulfide isomeiase- 
Cluster Incl. M35252:Human CO-029 /cds=(l 37,850) /gb==M35252 /gi=180925 
Cluster Incl. W21787:58blO Homo sapiens cDNA /cIone=(not-directionaI) / 
Cluster Incl. AF070598:Homo sapiens clone 24410 ABC transporter mRNA, p 
Cluster IncL AF052432:Homo sapiens katanin p80 subunit mRNA, complete 
Cluster IncL M99435:Human transducin-like enhancer protein (TLEl) mRNA 
Cluster IncL D10704:Human mRNA for choline kinase /cds=(27,1397) /gb=D 



METAGENE457: 



41095_at 
34854_at 
35269_at 
35758_at 
37299 at 



Cluster Incl. X52221:H.sapiens ERCC2 gene, exons 1 & 2 partial) /cdsF=U 
Cluster IncL AC004382:Homo sapiens Chromosome 16 BAC clone CIT987SK-A- 
Cluster IncL AF093420:Homo sapiens Hsp70 binding protein HspBPl mRNA, 
Cluster Incl. AB024301 :Homo sapiens mRNA for RuvB-like DNA helicasq TIP 
Cluster IncL J04501:Human muscle glycog^ synthase mRNA, complete cds 



371jat Z56281 /FEATURE=cds /DEFINrnON=HSIRF3MR Rsapiens mRNA for interferon re 



20 METAGENE458: 



25 



30 



3S922__at 
40015_at 
39358_at 
39715_at 
40791_at 
33833_at 
37767_at 
1523^g„at 



Cluster IncL AFG97738:Homo sapiens non-rec^tor tyosine kinase (TNKl) 
Cluster IncL AB002301 :Human mRNA for iaAA0303 gene, partial cds /cds==( 
Cluster Incl. U37146:Human silencing mediator of retinoid and thyroid h 
Cluster Incl. W28214:45f7 Homo sapiens cDNA /gb=W28214 /gi=1308297 /ug= 
Cluster IncL X63564:H.sapiens mRNA for RNA polymei^se II largest subun 
Cluster IncL J05243:Human nonerythroid alpha-spectrin (SPTANl) mRNA, c 
Cluster IncL L12392:Homo sapiens Huntmgtons Disease (HD) mRNA, comple 
U43408 /FEATURE^ /I>EFINmON-^HSU43408 Human tyrosine kinase (Tnkl) 



mRN 

1496„at M34668 /FEATURE- /DEFINITION-HUMPTPAAA Human protein tyrosine phosphatas 
1277„at D89016 /FEATURE^ /DEFIN1TION=D89016 Homo sapiens mRNA for Neuroblastoma, 



35 



METAGENE459; 



34282_at 
36082_at 
547_s_at 
trans 



Cluster IncL AB010812:Homo sapiens Nrf3 mRNA forNF-«E2-.reIated factor 
Cluster IncL S71326:BGPc^biliaiy glycoprotein adhesion molecule {alter 
S77154 /FEATURE«*/DEFINITION=S77154 TINUR=- NGFI-B/nur77 beta-type 
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METAQENE460: 

36736_f,at Cluster IncL Y10275:H.sapiens mRNA for L-3-phosphoserine phosphatase 
5 39570_at Cluster Incl. W22289:65G5 Homo sapiens cDNA /clone=(not-directional) /g 

37208_at Cluster Incl. AJ001612:Homo sapiens mRNA for L-3-phosphoserine-phosphat 

37209_^at Cluster IncL AJ0016I2:Homo sapiens mRNA for L-3-phosphoserine-phosph 
32564_at Cluster Incl, AA083129:zn31a06.sl Homo s^iens cDNA, 3 end /clone=IMAG 

10 METAGENE461: 



15 



20 



31737_at 
32123_at 
38356_at 
37028_at 
37658 at 



Cluster Incl. J00068:Human adult skeletal muscle alpha-actin mKNA /cds^ 
Cluster Incl. L02870:Human alpha-1 type VII collagen (COL7A1) mRNA, com 
Cluster Incl. M19481:Human follistatin gene /cds=(0,953) /gb=M19481 /gi 
Cluster Incl. U83981:Homo sapiens apoptosis associated protein (GADD34) 
Cluster Incl. L13720:Homo sapiens growth-arrest-specific protein (gas) 
2053_at M34064 /FEATURE= /DEFINITION=HUMNCADH Human N-cadherin mRNA, complete 
cd 

1597_at L13720 /FEATURE^ /DEFINITION=HUMGAS Homo sapiens growth-airest-specific 
1598 at L13720 /FEATURE- /DEFINmON=HXJMGAS Homo sapiens growth-airest- 
specifi 

1573_at M12783 /FEATURE=mRNA /DEFINinON=HUMSISPDG Human o-sis/platelet-derived 



METAGENE462: 



25 



30 



31701_r_at 
35879_.at 
35966_at 
34765_at 
38657 s at 



Cluster Incl. X83412:H.sapiens Bl mRNA for mucin /cds==(0,5 1 5) /gb=X83 
Cluster Incl. M77 140:H.sapiens pro-galanin mRNA, 3 end /cds=(0323) /g 
Cluster IncL X71 125:H.sapiens mRNA for glutamine cyclotransf^iase /cds 
Cluster IncL D13645:Human mRNA for KIAA0020 gene, complete cds /cds=(4 
Cluster IncL M20471:Human brain-type clathrin light-chain a mRNA, co 



METAGENE463: 



35 



41633_at 
clon 

36564_at 
37916_at 
37940_f_at 
38686 at 



Cluster IncL AL050283:Homo sapiens mRNA; cDNA DKFZp586K0919 (fiom 

Cluster IncL W27419:31al0 Homo sapiem cDNA /gb=W274I9 /gi=1307241 /ug 
Cluster IncL AI086057:oz44fl)7.xl Homo sapiens cDNA, 3 end /clon6=IMAG 
Cluster IncL AA806768:ob91d0&sl Homo sapiens cDNA /clone==IMAGE-1338 
Cluster IncL X71490:H.sapiens mRNA for vacuolar proton ATPase, subunit 
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35753_at Cluster IncL AB0075 lOiHomo sapiens mRNA for PRP8 protein, complete cds 

373 64_at Cluster IncL U725 1 1 :Hunian B-cell leceptor associated protein (bBAP) mR 

771_s_at D00749 /FEATURE=cds /DEFINmON-HUMCD7G3 Human T cell smface 
antigen C 

5 570,at M83221 /FEATURE^ yDEFINraON=HUMIRELA Homo sapiens I-Rel mRNA, complete 
c 

160022_at X03663 /FEATURE=cds /DEFINITI0N=HSCEM:S Human mRNA for c-fins 
proto-onco 



10 METAGENE464: 

37205_at Cluster IncL AB020647:Homo sapiens mRNA for KIAA0840 protein, partial 

35744_at Cluster IncL D50931 :Human mRNA for KIAA0141 gene, complete cds /cds=(8 

1754_at AF006041 /FEATURE- /DEFINITION-AF006041 Homo sapiens Fas-binding protein 

15 

METAGENE 465 : 



20 



25 



31706_at 
38350_f_at 
40095_at 
41233__at 
1052 s at 



Cluster IncL L13283:Homo sapiens (clone MG2-5-12) mucin (MG2) mRNA, co 
Cluster IncL AF005392:Homo sapiens alpha tubulin (TUBA2) gene, parti 
Cluster IncL J03037:Human carbonic anhydrase H mRNA, complete cds /cd 
Cluster IncL AB014888:Homo sapiens mRNA for MRJ, complete cds /cds=(10 
M83667 /FEATURE-mRNA /DEFINITION-HUMNFILGBA Human NF-IL6-beta 



protein 

685XatK03460 /FEATURE-cds /DEFINmON-HUMTUBA2H Human alpha-tubulin isolype H 
METAGENE 466: 



41439, 


-.at 


Cluster IncL AJ001381:Homo sapiens incomplete cDNA for a mutated allel 


32107^ 


,at 


Cluster IncL AL050173:Homo sapiens mRNA; cDNA DKFZp586F0422 (ftom 


clon 






34246, 


.at 


Cluster IncL AA418437:zv92dl l.rl Homo sapiens cDNA, 5 end /clone=IMAG 


35193_ 


«at 


Cluster IncL AF060219:Homo sapiens RCCl-like G exchanging fector RLG m 


36009. 


.at 


Cluster IncL AF09I092:Homo sapiens clone 683 unknown mRNA, complete se 


37539_ 


.at 


Cluster IncL AB023 1 76;Homo sapiens mRNA for KIAA0959 protein, partial 


39070^ 


.at 


Cluster IncL U03057:Human actin bundling protein (HSN) mRNA, complete 


39345^ 


at 


Cluster IncL AI525834:PT1 .3__06_D01 .r Homo sapiens cDNA, 5 end /clotie_ 


39416, 


at 


Cluster IncL U90913:Human clone 23665 mRNA sequence /cds=UNKNOWN 


/gb-U 






39690^ 


at 


Cluster IncL AF002282:Homo sapiens alpha-actmin-2 associated LIM prot 
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40113_at 

33867_s_at 
36943_r_at 
37399_at 
41274_at 
41504 s at 



Cluster IncL D871 19:Homo sapiens mRNA for GS3955, complete cds /cds=(l 
Cluster Incl. X77494:H.sapiens MSSP-2 mRNA /cds=(231,1400)/gb=X77494 
Cluster IncL U81992:Homo sapiens C2H2 zinc finger protein PLAGLl (PL 
Cluster IncL D17793:Human mRNA for KIAAOl 19 gene, complete cds /cds=(5 
Cluster IncL AA908993:oll0d03.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AF055376:Homo sapiens short form transcription factor C 
1535^at U68723 /FEATURE- /DEFINITION=HSU68723 Human checkpoint suppressor 1 mRNA 
717,at D871 19 /FEATURE- /DEFINITION=D871 19 Homo sapiens mRNA for GS3955, complet 

10 METAGENE467: 



15 



37117_at 

39668_at 

41715_at 

35792_at 

39837_s_at 

1709__g_at 

complete 



Cluster IncL Z83838:Humaa DNA sequence j&om PAC 127B20 on chromosome 2 
Cluster IncL X95694:H.sapiens mRNA for AP-2 beta transcription fector 
Cluster IncL Y11312:H.sapiens mRNA forphosphoinositide 3-ldnase /cds= 
Cluster IncL U67963:Human lysophospholipase homolog (HU-K5) mRNA, comp 
Cluster IncL AC004877:Homo sapiens PAC clone DJ0751H13 from 7q35-qte 
U07620 /FEATURE- /DEFINrriON=HSU07620 Human MAP kinase mRNA, 



20 METAGENE468: 



25 



33875_at 
36955__at 
37030_at 
41322 s at 



Cluster IncL AI547262:PN001_AH_H03 j: Homo sapiens cDNA, 5 end /clone_ 
Cluster IncL U10362:Human GP36b glycoprotein mRNA, complete cds /cds=( 
Cluster IncL AB020694:Homo sapiens mRNA for KIAA0887 protein, partial 
Cluster IncL AI816034:au44e05.xl Homo sapiens cDNA, 3 end /clone==IM 



549_at S80343 /FEATURE^ /DEFIN1TION=S80343 ArgRS=arginyl-tRNA synthetase [human. 



METAGENE469: 



30 33466_at ' Cluster IncL AF038182:Homo sapiens clone 23860 mRNA sequence /cds-UNKN 

35922_at Cluster IncL Y08982:H.sapiens mRNA for synaptonemal complex lateral el 

38524__at Cluster IncL U49184:Human occludin mRNA, complete cds /cds=(167,1735) 

32034_at Cluster IncL AF04 1 259:Homo sapiens breast cancer putative transcriptio 

32063_at • Cluster IncL M86546:H.sapiens PBXla and PBXl b mRNA, complete cds /cds= 

35 41783_at Cluster IncL M97815:Human rctinoic acid-binding protein II (CRABP-II) 

34863_s_at Cluster IncL W29030:55c4 Homo sapiens cDNA /gb=W29030 /gi=l308987 /u 

36201_at Cluster IncL D13315:Human mRNA for lactoyl glutathione lyase /cds=(87, 

32598_at Cluster IncL D83018:Homo sapiens mRNA for nel-related protein 2, compl 
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1079^_at M3 1 661 /1?EATURE« /DEFINIHON^HUMPRLR Human prolactin (PRL) 
receptor mR 

1057_at M97815 /FEATURE-expanded_cds /DEFINraON=HUMCRABP02 Human rctinoic 



METAGENE470: 



10 



15 



31587_at 

33277_at 

37210_at 

38371_at 

40973_at 

41584_at 

1549_s_at 

an 



Cluster Incl. X96969:H.sapiens mRNA for urea transporter /cds=(273, 1466 
Cluster Incl- AB028996:HQmo sapiens xnRNA foa-KIAA1073 protein, complete 
Cluster lacL S78296:neun)filament-66 [human, fetal biain, mRNA, 3197 n 
Cluster Incl. M64992:Hwnanprosomal protein P30;33K ^n>s-30} mRNA, com 
Cluster Incl. AI146846:qb92h04,xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. AF062529:Homo sapiens clone 486790 diphosphoinositol poly ' 
U19557 /FEATURE^ /DEFINITION^HSU 19557 Human squamous ceU carcinoma 



METAGENE471,: 



20 



25 



38204_at 

38501_s_at 

33737_f_at 

35246_at 

35993_s_at 

38324_at 

32753_at 

32825_at 

2086_s_at 

complete c 



Cluster Incl. AB007866:Homo sapiens KIAA0406 mRNA, complete cds /cds=(l 
Cluster Inch U37139:Human beta 3-endonexin mRNA, long form and short 
Cluster Incl. AI871359:wl81bl Lxl Homo s^iens cDNA, 3 end /clone=IM 
Cluster Incl. U18934:Human receptor tyrosine kinase (DTK) mRNA, complet 
Cluster Incl. AI698 103:we20hll.xl Homo sapi^ cDNA, 3 end /cloae-IM 
Cluster Incl. AD000684:Homo sapiens DNA from chromosome 19-cosmid R3087 
Cluster Incl. D13642:Human mRNA for KIAA0017 gene, complete cds /cds=(l 
Cluster Incl. Y10805:H.sapiens mRNA for arginine methyltransferase, spl 
D175 17 yFEATURE= /DEFINlTION=HUMSKY Human sky mRNA for Sky, 



METAGENE472: 



30 



35 



38518_at 
40303_at 
31836_^at 
32674_at 
34276_at 
34739_^at 
36849_at 
37229_at 
37561 at 



Cluster IncL 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster incl. 
Cluster IncL 
Cluster ^L 
Cluster IicL 



Y18004:Homo sapiens mRNA for SCML2 protein /cds==(91,2193) 
U85658:Human transcription &ctor ERF-1 mRNA, complete od 
L34600:Human nuclear-encoded mitochondrial initiation fac 
D83032:Homo sapiens mRNA for nuclear protein, NP220, comp 
AB023197:Horao sapiens mRNA for KIAA0980 protein, partial 
W26023:18c3 Homo sapiens cDNA /gb=W26023 /gi=1306308 /ug= 
U90920:Human PTPLl-associated RhoGAP mRNA, complete cds / 
U49844:Human FRAP-related protein (FRPl) mRNA, complete c 
AL03 1778:dJ34B21.4. 1 (nuclear tanscription factor Y, alp 
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10 



15 



37895_at 

38256_s_at 

38684_at 

40810_at 

33357_at 

33373_at 

clOXL 

33852„at 
34372_at 
35764_at 
37312_at 
37678__at 
38086_at 
860_at U039n 
CO • 

525_g_at 
mutL(h 



Cluster Ihcl. D87969:Homo sapiens inRNA for CMP-siaKc acid transporter. 
Cluster Incl. W21827:57E1 1 Homo sapiens cDNA /clone^Cnot-directioiial) 
Cluster Incl. AJ010953:Homo sapiens mRNA for putative Ca2+-transporting 
Cluster IncL U66615:Human SWI/SNF complex 155 KDa subunit (BAF155) mRN 
Cluster Incl. AB011159:Homo sapiens mRNA forKIAA0587 protein, complete 
Cluster Incl. AL049951;Homo s^iens mRNA; cDNA DKFZp564O0122 (from 

Cluster Incl. M77142JIuman polyadenylate binding protein (TIA-l) mRNA. 
Ouster Incl AB002310:Human mRNA for KIAA0312 gene, partial cds /cds=( 
Cluster Incl. Y15164:Homo sapiens mRNA for p^tein encoded by cxor£5 (7 
Cluster Incl. D50917:HumanmRNA for KIAA0127 gene, complete cds /cds=(2 
Cluster Incl. U23070:Human putative transmembrane protein (nma) mRNA, c 
Cluster Incl. AB007935:Homo sapiens mRNA for KIAA0466 protein, partial 
/FEATURE^ /DEFINrnON=HSU0391 1 Human mutator gene (hMSH2) mRNA, 

U13695 /FEATURE=cds /DEFIN1TION-HSU13695 Human homolog of yeast 



METAGENE473: 



20 



25 



40024_at 
34771_at 
38248_at 
38249_^at 
34395_at 
35276 at 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 



D86640:Homo salens mRNA for stac, complete cds /cds=(39, 
AF035959:Homo sapiens type-2 phosphatidic acidphosphatas 
ABOl 1 124:Homo sapiens mRNA for KIAA0552 protein, complete 
Z97632:dJ196E23.1.1 (novel protein) (isoform l)/cds=(155 
AB002352:Human mRNA forKIAA0354 gene, complete cds /cds== 
AB000712:Homo sapiens hCPE-R mRNA for CPE-receptor, compl 



METAGK^474: 



30 



35 



Cluster IncL X77744:H.sapiens Fl 1 mRNA /cds=UNKNOWN /gb=X77744 

Cluster Incl. M24283:Human major group rhinovirus receptor (HKV) mRNA, 
Cluster Incl. W27050:19f7 Homo sapiens cDNA /gb=W27050 /gi=1306422 /u 
Cluster Incl. U39067:Homo sapiens translation initiation factor eIF3 p3 
Cluster Incl D29643:Human mRNA for KIAAOl 15 gene, complete cds /cds-(l 
1644__at U36764 /FEATURE^ /DEFINITION-HSU36764 Human TGF-beta receptor interactm 



32883_at 

/gi=456 

32640_at 

41199_s_at 

32230_at 

38791 at 



METAOENE475 
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34122_at 
34612_at 
4ll01_at 
32124 at 



Cluster IncL AF027807:Honio ssqpiens beta-casein (CSN2) gme, complete c 
Cluster IncL L13220:Homo sapiens calbindin D-9k mRNA, complete cds /cd 
Cluster Incl. D87464:Huinan mRNA for KIAA0274 gene, complete cds /cds==(l 
Cluster Mel. AL030996:dJl 189B24.4 (novel PUTATIVE protein similar to h 



METAGENE476: 



10 



4 1 864_at Cluster IncL AF052 181 :Homo sapiens clone 24790 mRNA sequence /cd&==UNKN 

38997_at Cluster IncL X96924:H.sapiens gene encoding mitochondrial citrate tran 

1 145 _g_at Fibroblast Gro^iib Factor Recq3tor K-Sam, Alt Splice 4, K-Sam IV 



METAGENE477: 



15 



20 



37855_at 
41063 _g__at 
37915_at 
clone 
36096_at 
clon 

33122 at 



Cluster IncL M95767:Homo sapiens di-N-acetylchitobiase mRNA, complete 
Cluster IncL AA037278:zc52c04.rl Homo sapiens cDNA, 5 end/clone=IM 
Cluster IncL AL080173:Homo sapiens mRNA; cDNA DKFZp434H071 (jfrom 



Cluster IncL AL080222:Homo sapiens mRNA; cDNA DKFZp566Dl 146 (fiom 
Cluster IncL N95393:zb68c09.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
METAGENE478: 



25 



30 



41620_at 

35172_at 

37598_at 

37966_at 

32826„at 

1424_s_at 

14-3-3 



Cluster IncL AB018259:Homo sapiens mRNA for KIAA071 6 protein, complete 
Cluster IncL AF049891:Homo sapiens tyrosylprotein sulfotransferase-2 m 
Cluster IncL D79990:Human mRNA for KIAA0168 gene, complete cds /cds=(l 
Cluster IncL AA187563:zp66gl 1 .rl Homo sapiens cDNA, 5 end /clone=IMAG 
Cluster IncL AJ133133:Homo sapiens mRNA for ecto-ATP diphosphohydrolas 
D78577 /FEATURE=expanded_cds /DEFINITION-D78576S2 Human DNA for 



METAGENE479: 



35 



Cluster IncL M19888:Human small proline rich protein (spri) mRNA, clon 
Cluster IncL X861 63 :H. sapiens mRNA for B2-bradykinin receptor, 3 /cds= 
Cluster IncL X75308:Rsapiens mRNA for collagenase 3 /cds=(4,14I9) /gb 
Cluster IncL AI539439:te51e07.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Clustw IncL X78565:H.sapiens mRNA for tenascin-C, 7560bp /cds^(3 13,69 
2027_at M87068 /FEATURE^ /DEFINITION-HUMCAN Rsapiens CaN19 mRNA sequence 



37160_at 
39310_at 
39632_at 
35726_at 
32818 at 
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160031_at 
cadherm/ 



X63629 /FEATURE^cds /DEFINmON=HSPCAD Rsapiei^ mRNA for p 



METAGENE480: 



10 



Cluster Incl. AJO 11311 :Homo sapiens mRNA for AP endonuclease XTH2, puta 
Cluster Incl. AF070071:Homo sapiens MutS homolog (MSH5) mRNA, complete 
Cluster Incl. X95263:H.sapiens mKNA for P\VP2 protein /cds=(3 1 ,2790) /gb 
Cluster Incl. X5201S:H.sapiens xnKNA for interleukin-l receptor antagoni 
Cluster Incl. AF026S48:Hdmo sapiens branched chain alpha-ketoacid dehyd 
966_at X97795 /FEATURB=cds /DEFINinON=HSRAD54 H.s^iens mRNA homologous to S. c 

METAGENE481: 



35375_at 
41467_at 
37555_at 
37603_at 
32828 at 



15 



20 



33362_at 

39143_at 

32607_at 

1327_s_at 

k 



Cluster Incl. AF094521:Homo sapiens MSE55-related protein (UBl) mRNA, c 
Cluster Incl. U08O15:Human NF-ATc mRNA, complete cds /cds=(239,2389) /g 
Cluster Incl. AF039656:Homo sapiens nexironal tissue-enriched acidic pro 
U67156 /FEATURE^- /DEFINITION=HSU67156 Human mitogenractivatGd kinase 



METAGENE482: 



25 



30 



35 



34082_at 

35413_s_at 

35419__g_at 

35436_at 

354393t 

37113_at 

37491_at 

38962_at 

39231_at 

40343_at 

40645_at 

41091_at 

32129__at 

3421 l_at 

34234_f_at 

34279_at 

clone 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Mel. 
Cluster Incl. 
Cluster IncL 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 



W28356:48e3 Homo sapiens cDNA /gb=W28356 /gi^l30851 1 /ug=^ 
AA258092:zs30g01.rl Homo sapiens cDNA, 5 end /clone=IM 
J04178:Human abnormal beta-hexosaminidase alpha chain ( 
L06147:Human (clone SYl 1) golgin-95 mRNA, complete cds /c 
D26I21:Human mRNA for ZFMl protein alternatively spliced 
AF022795:Homo sapiens TGF beta recqplor associated protei 
D90359:Human CCGl mRNA /cds=={5 1,5669) /gb=D90359 /gi=5593 
AB002296:Human mRNA for KIAA0298 gene, complete cds /cds= 
AF006S13:Homo sapiens CHDl mRNA, complete cds /cds=(163,5 
AJ00S814:Homo sapiens miO^ forhoxA7 pxotein /cds=(106,79 
L33801:Human protein kinase mRNA, complete cds /cds=(39,l 
U05237:Human fetal Alz-SO-reactive clone 1 (FACl) mRNA, c 
AL079314:Homo sapiens mRNA fiill length insert cDNA clone 
AL079697:DKFZp434E1930_rl Homo sapiens cDNA, 5 end /don 
AI688640:wd40b07.xl Homo sapiens cDNA, 3 end /clone=IM 
AL050141:Homo sapiens mRNA; cDNA DKFZp586O031 (from 
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10 



15 



20 



25 



30 



37935„at Cluster Incl. AF016369:Homo sapiens U4/U6 small nuclear ribonucleopiote 

32800_at Cluster Incl, U66306:Human retinoid X i«ceptor alpha mRNA, 3 UTR, parti 

33381_at Cluster Incl. AF012108:Homo sapiens Amplified in Breast Cancer (AIBl) m 

33404_at Cluster Incl. U02390:Human adenylyl cyclase-associated protein homolog 

36210 _g_at Cluster Incl. S78771:NAT^CpG island-associated gene [human, mRNA, 174 

36999_at Cluster Incl. S6643 1 :RBP2=retmoblastoma binding protein 2 [human, Nairn 

395l8_at Cluster hicl. H97470:ywllb04.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 

39540jat Cluster Incl. AF000S61 :Hbmo sapiens TTF-I interacting peptide 2 1 mRNA, 

39844_at Chister Incl. AI806379:wf27bl0.xl Homo sapiens cDNA, 3 end /cIone=IMAG 

40581_at Cluster Incl. U42390:Homo s^iens Trio mKNA, comyplete cds /cds=(66,S651 

40990 jat Clust^ IncL AF06S389:Homo sapiens tetraspan NET-4 mBNA, complete cds 

4159I_at Cluster Incl. AI6S2978:wb42a05.xl Homo s^iens cDNA, 3 end /clone=^IMAG 

32509_at Cluster Incl. AI307607:tbl5hl0.xl Homo sapiens cDNA, 3 end /clone=IMAG 
1253_at L33801 /FEATURE^ /DEFINITION=HUMGLSYKIN Human protein kinase mRNA, 
compl 

1124_at L04731 /FEATURE-^ /DEFINITION=HUMTRLALLl Homo sapiens translocation T(4:l 

693_jg jat Adenylyl Cyclase-Associated Protein 2 

199_s_at U33052 /FEATURE^ /DEFINrnON'=*HSU33052 Human lipid-activated, protein 
ki 



METAGENE483: 



39966_at 
41652_at 
33809_at 
clon 

34721_at 
35185_at 
34848 at 



Cluster Incl. AF059274:Homo sapiens neuroglycan C mRNA, complete cds /c 
Cluster Incl. AL031228:dJ1033B10.12 (collagen, type XI, alpha 2 (COLl lA 
Cluster Incl. AL049933:Homo sapiens mRNA; cDNA DKFZp564K1216 (from 

Cluster Incl. U42031:Human 54 kDa progesterone receptor-associated immu 
Cluster Incl. AJ002962:Homo sapiens mRNA for hB-FABP /cds=(76,474) /gb= 
Cluster IncL X69141:H.sapiens mRNA for squalene synthase /cds=(9 1,1344 



METAGENE484: 



35 



31671_at 

31672 ^__at 

34110_^g_at 

38945_at 

41449_at 

32073_at 

33705 at 



Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



D82351:Human retropseudogene MSSP-1 DNA, complete cds /cd 
D8235l:Human retropseudogene MSSP-l DNA, complete cds / 
AF010310:Homo sapiens p53 induced protein mRNA, partial 
X78710:H.sapiens MTF-1 mRNA for metal-regulatory transcri 
AJ000534:Homo sapiens mRNA for epsilon-sarcoglycan /cds-( 
AB014577:Homo sapiens mRNA for KIAA0677 protein, complete 
I'20971:Human phosphodiesterase mRNA, complete cds /cds~(7 
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34176„at 
34845_at 
36680_at 
40614_at 
754 s at 



Cluster Incl. AF091087:Homo sapiens clone 643 unknown mRNA, complete se 
Cluster Incl. AL035398:Human DNA sequence fiom clone 796117 on chromoso 
Cluster Incl. M24895:Homo sapiens alpha-amylase mRNA, complete cds /cds 
Cluster Incl. X75342:H.sapiens SHB mRNA /cds=(3 10,2 100) /gb=X75342 /gi= 
D87002 /FEATURE=cds#l /DEFINITION=D87002 Homo sapiens 
immunoglobulin la 

333_s_at Single-Stranded Dna-Binding Protein Mssp-1 



10 



15 



20 



METAGENE485: 

33693_at Cluster IncL M76482:Human 130-kD pemphigus vulgaris antigen mRNA, comp 

37473_at Cluster IncL AF061812:Homo sapiens kemtin 16 {KRT16A) mRNA, complete 

38489_at Cluster Incl. M60047:Human heparin binding protein (HBpl7) mRNA, comple 

34281_at Cluster Incl. AF039555:Homo sapiens visinin-like protein 1 (VSNLl) mRNA , 

38608_at Cluster Incl. AA010777:ze22fl)6.rl Homo sapiens cDNA, 5 end /clone=IMAG 

39015_f_at Cluster IncL L42611:Homo sapiens keratin 6 isofonn K6e (KRT6E) mRNA, 

39016jr_at Cluster IncL L4261 1 :Homo sapiens keratin 6 isoform K6e (KRT6E) mRNA, 

601_s_at M28439 /FEATURE^cds >DEFINmON=HUMK:ER16A8 Human keratin ^e 16 
gcaie, ^ / *" 

METAGENE486: 



25 



30 



35 141_at Cluster Incl. Z97029:Homo sapiens mRNA for ribonuclease H I large subun 

36968_s_at Cluster Incl. AL050353:Homo sapiens mRNA; cDNA DKFZp547C041 0 (from cl 
39094_at Cluster Incl. AI991631:wrl2h09.xl Homo sapiens cDNA, 3 end /clone=IMAG 

40255_at Cluster IncL AC00453 1 :Homo sapiens Chromosome 16 BAC clone CJT987SK-A- 

32589_at Cluster IncL U20979:Human chromatin assembly factor-I pl50 subunit mRN 

1797_at U40343 /FEATURE^ /DEFINITION=HSU40343 Human CDK inhibitorpl9INK4d 
mRNA, 

METAGENE 487 : 



37133_at Cluster Incl. AF027406:Homo sapiens muscle-specific serine kinase 1 (MS 

38261_at Cluster Incl. AF085692:Homo sapiens multidrug resistance-associated pro 

34382_at Cluster Incl. AJ0031 12:Homo sapiens mRNA for doublecortin /cds=(415,149 

1930_at U83659 /FEATURE^ /DEFINmON=HSU83659 Human multidrug resistance-associa 

METAGENE 488: 
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32879_at 
clone 

38691_s_at 
40957 at 



Cliister IncL AL080233:Homo sapiens mKMA; cDNA DKFZp586Ll 1 1 (ftom 

Cluster IncL J03553:Human pulmonary surfectant protein (SP5) mRNA, c 
Cluster Incl. D63881:Human mRNA for KIAA0160 gene, partial cds /cds=(0. 



METAGENE489 ; 



10 



15 



20 



25 



30 



31734_at 

32444_at 

36446_s_at 

32272_at 

33458„r_at 

37152_at 

37827_iLat 

41663_at 

31885_at 

33262_at 

36517_at 

39767_at 

40124_at 

40418_at 

40881jat 

41224_at 

32853_at 

33859_at 

34891_at 

36572_j:_at 

36620_at 

37050_r_at 

37670_at 

37686_s_at 

38485_at 

39127 f at 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IhcL 
Cluster IncL 
Cluster IbicL 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



AJ000041:Honio sapiens mRNA for HOXCll /cds=(44,958) /gb=A 
X69392:H.s^iens mRNA for ribosomal protein L26 /cds-(6,4 
L2452 1 iHuman transformation-related protein mRNA, 3 en 
K00S58:human alpha-tubulin mRNA, complete cds /cds==(67,14 
AI688098:wc92f08.xl Homo sapiens cDNA, 3 end /claae=IM 
L07592:Human peroxisome proliferator activated receptor m 
AJ237839:Homo sapiens mRNA for hypothetical protein led 
AF038202:Homo sapiens clone 23570 mRNA sequence /cds=lJNKN 
M64572:Human protein tyrosine phosphatase mRNA, complete 
M3 1 659:Human GT mitochondrial solute carrier protein homo 
M96982:Homo se^iens U2 snRNP auxiliary :&ctor small subun 
D13.627:Human mRNA for KIAA0002 gene, complete cds /cds=(2 
Y18418:Homo ss^iens mRNA for erythrocyte cytosolic protei 
X74262:H.sapiens RbAp48 mRNA encoding retinoblastoma bind 
X64330:H.sapiens mRNA for ATP-citmte lyase /cdi^(84,3401 
AB018331:Homo sapiens mRNA for KIAA0788 protein, partial 
AB018262:Homo sapiens mRNA for KIAA0719 protein, complete 
U969 1 5 :Homo sapiens sin3 associated polypeptide p 1 8 (SAP 1 
AI540958:PEC1.2_15_H01.r Homo sapiens cDNA, 5 end /done 
D3 1885:Human mRNA for KIAA0069 gene, partial cds /cds=( 
X02317:Human mRNA for Cu/Zn superoxide dismutase (SOD) /c 
AI130910:qb81g08.xl Homo sapiens cDNA, 3 end IclonsF^JM 
J04S43:Human synexin mRNA, complete cds /cds=(60,1460) /g 
Y09008:H,sapien5 mRNA for uracil-DNA glycosylase /cds=( 
AA760866:nzl4h07.sl Homo sapiens cDNA /clone=IMAGE-128780 
X73478:H,sapiens hPTPA mRNA /cds=(189,l 160) /gb=X73478 



35 METAGENE490; 



35635_at Cluster IncL AL080202:Homo sapiens mRNA; cDNA DKFZp434F172 (from 

clone 

37908_at ClusterIncLU31384:HumanG protein gamma- 11 subunit mRNA, complete cd 
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41767 jrjat Cluster Incl. AB020662:Hoino sapiens xnRNA for KIAA08SS piotein, partia 

34884_at Cluster Incl. D90282:Human caibamyl phosphate synflietase I (EC 6.3.4.16 

METAGENE491 : 

5 

34473_at Cluster IncL AF051151:Homo sapiens Toll/interleukin-1 receptor-like pr 

35425_at Cluster Incl. AJ2435 12:Homo sapiens mRNA for Bar?c2 protein (Barx2 gene) 

39580_at Cluster Incl. AB014549:Homo sapiens mRNA for KIAA0649 protein, complete 

41372_at Cluster Incl. AB020638:Homo sapiens mRNA for KIAA0831 protein, complete 

10 41389_s_at Cluster Incl. U46193:Human renal cell carcinoma antigen RAGE-3 mRNA, 

3 1 852_at Cluster Incl. AL050390:Homo si^iens mRNA; cDNA DKFZp564O043 (from 
clone 

32139_at Cluster Incl. Y09538:H.sapiens mRNA for ZNF185 gene /cds=(40,1398) /gb= 

35253_at Cluster Incl. ABOll 143:Homo sapiens mRNA forKIAA0571 protein, complete 

15 35719_at Cluster Incl. ABOl 1 178:Homo sapiens mRNA for KIAA0606 protein, partial 

37230_at Cluster Incl. AB007938:Homo sapiens mRNA for K1AA0469 protein, complete 

39771_at Cluster IncL AB018283:Homo sapiens mRNA for KIAA0740 protein, complete 

40087_at Cluster Incl. AF020202:Homo sapiens Muncl3 mimA, complete cds /cds=(224 

32172_at Cluster Incl. AL096858:Novel human gene mapping to chomosome 1 /cds=<33 

20 3220S_at Cluster Incl. AF072860:Homo sapiens protein activator of the interferon 

33895_at Cluster Incl. AL050373:Homo sapiens mRNA; cDNA DKFZp586F13 1 8 (fiom 
clon 

34355_at Cluster Incl. AJ1329 17:Homo sapiens mRNA for methyl-CpG-binding protein 

35279_at Cluster Incl. U33821 :Human taxi-binding protein TXBP15 1 mRNA, complete 

25 36588_at Cluster IncL AB018353:Homo sapiens mRNA for KIAA0810 protein, partial 

36689„at Cluster Incl. AL040446:DKFZp434D1414__rl Homo sapiens cDNA, 5 end /clon 

36960jat Cluster Incl. U89278:Human polyhomeotic 2 homolog (HPH2) mRNA, complete 

40175_at Cluster IncL AI141670:ot08bl2,xl Homo sapiens cDNA, 3 end /clone=IMAG 

40242_at Cluster Incl. L36S29:Human (clone N5-4) protein p84 mRNA, complete cds 

30 1787_at U22398 /FEATURE^ /DEFINITION=HSU22398 Human Cdk-inhibitor p57KIP2 (KSP2) 

METAGENE492: 



34075_at Cluster Incl. AJ001019:Homo sapiens mRNA for RNF3A (DONGl) ring finger 

35 34 1 69_s_at Cluster IncL U57627:Human fetal brain oculocerebrorenal syndrome (OC 

35039_at Cluster IncL D87466:Human mRNA for KIAA0276 gene, partial cds /cds=(0, 

41003_at Cluster IncL U41816:Human C-1 mRNA, complete cds /cds=(l 1,403) /gb=^U41 

31854_at Cluster IncL AF035582:Homo sapiens CASKmRNA, complete cds /cds=(l 5,27 

3 1 883_at Cluster &icL AF025794:Homo sapiens methionine synthase reductase (MTRR 
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32051_at 
32059_at 
/gb=U 
3603 l_at 
5 36527_at 
39064_at 
39387_at 
39435_at 
/gi=n36736 

10 40816_at 
40826_at 
40865_at 
41757_at 
41780_at 

15 32171_at 
clon 

32196_at 

32221_at 

clon 
20 33389_at 

33930_at 

34813_at 

34825_at 

35838__at 
25 36186_at 

36655_at 

37007_at 

37651_at 

37703_at 
30 37736_,at 

38443_at 

/gb=U 

38455_at 

41579_s_at 
35 41595_at 

41823„at 

1394_at L25080 

1188^^at 

DNA liga 



Cluster Incl. AJ224875:Homo sapiens mRNA for putative glucosyltcansfexa 
Cluster Incl. U79282:Human clone 23801 mRNA sequence /cds==UNKNOWN 

Cluster Incl. AB024401:Homo sapiens mRNA for p33, complete cds /cds={45 
Cluster Incl. AL050405:Novel human gene mapping to chomosome X /cds=(39 
Cluster IncL L38928;Homo sapiens 5,10-methenyltetrahydrofolate synthet 
Cluster IncL U34044:Human selenium donor protein (selD) mRNA, complete 
Cluster Mel. D45333:HUMHG7879 Homo sapiens cDNA /gb=D45333 



Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 



L07758:Humanim? SSP 9502 mRNA, complete cds /cdsK87*159 
M80359:Human protein p78 mRNA» complete cds /cds=(171^31 
U5 1 166:Human G/T mismatch-specific Aymine DNA glycosylas 
W25933:I5b2 Homo sapiens cDNA /gb=W25933 /gi=*1306056/ug= 
U22816:Human LAR-interacting protein lb mRNA, complete cd 
AL080102:Homo sapiens mRNA; cDNA DKF2p564N1916 (fiom 



Cluster Incl. AB020636:Homo sapiens mRNA for KIAA0829 protein, partial 
Cluster Incl. AL050361:Homo sapiens mRNA; cDNA DKFZp564H0223 (jfrom 



Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 
Cluster Incl 
Cluster lucl 
Cluster Incl. 
Cluster Incl 
Cluster Licl 



U23942:Human lanosterol 14-demethylase cytochrome F450 (C 
AB020724:Homo sapiens mRNA for KIAA0917 protein, partial 
AL079283:Homo sapiens mRNA full length insert cDNA clone 
AL031775:dJ30M3.3 (novel protein similar to C. elegans Y6 
U90919:Human clones 23667 and 23775 zinc 3ngoT protein m 
L37368:Human (clone E5.1) RNA-binding protein mRNA, compl 
L27476:Human X104 mRNA, complete cds /cds=(79,3429) /gb=L 
U49188:Human placenta (Diff33) mRNA, complete cds /cds=(l 
D31888:Human mRNA for KIAA0071 gene, partial cds /cds=(0, 
Y08201:Homo sapiens mRNA for rab geranylgeranyl transfem 
D13892:Human mRNA for carboxyl methyltransferase, complet 
U79291 :Human clone 23721 mRNA sequence /cds=UNKNOWN 



Cluster IncL AL049650:dJ734P14.2.1 (snRNP (small nuclear ribonucleopro 
Cluster IncL AI952267:wx50dl l.xl Homo sapiens cDNA, 3 end /clone=IM 
Cluster IncL AB023164:Homo sapiens mRNA for KIAA0947 protein, partial 
Cluster IncL AJ132258:Homo sapiens mRNA for staufen protein, partial I 
/FEATURE^ /DEFINITION=HUMRHOAA Homo sapiens GTP-binding protein ( 
X84740 /FEATUREF=mRNA /DEFINITION-HSDNALIG3 H.sapiens mRNA for 
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10 



379_at AB006679 /FEATURE= /DEFINmONNAB006679 Homo sapiesns mRNA for ATP bindii^ 



METAGENE493: 



39260_at 
39003_at 
34329_at 
38370_at 
/gb=U 



Cluster Incl. U591 85:Human putative monocarboxylate transporter (MCT) m 
Cluster Incl. Z50022:H.sapiens mRNA for surface glycoprotein /cds=(93,6 
Cluster Inch N25547:yx76e06.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cfaister IncL USK)902 Jluman clone 23612 mRNA sequence /cds=UNKNOWN 



METAGENE494: 



15 



20 



25 



30 



35 



31936 




33543. 


_s_at 


34445 


-at 


37819 


jLt 


38892^ 


_at 


40308. 




41379_ 


_at 


41436. 


JLt 


41621_ 




41638_ 


_at • 


41690_ 


,at 


clone 




41710_ 


at 


31851_ 


,at 


32085^ 


.at 


33297^ 


-at 


34196^ 


at 


34269, 


at 


clon 




34657, 


at 


35163_ 


at 


36845, 


at 


36860, 


at 


37617, 


at 


/gb=U 




38357, 


at 


clone 





Cluster IncL AB007890:Homo sapiens KIAA0430 mKNA, complete cds /cds= 
Cluster Incl. U77718:Human desmosome associated protam pinin mRNA, c 
Cluster Incl. AB007940:Homo sapiens mRNA for KIAA0471 protein, complete 
Cluster Incl. AF007130:Homo sapiens clone 23750 unknown mRNA, partial c 
Cluster Incl. D87077:Human mRNA for KIAA0240 gene, partial cds /cds=(0, 
Cluster Incl. AI830496:wli51h03.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL ABOl 1 166:Homo sapiens mRNA for KIAA0594 protein, partial 
Cluster IncL AJ224901:Homo sapiens mRNA for ZNF198 protein /cds=(l 84,4 
Cluster IncL AA868898:ak55b08.sl Homo sapiens cDNA, 3 end /clone=IM 
Cluster liicL D38552:Humaii mRNA for KIAA0073 gene, partial cds /cds=<0. 
Cluster IncL AL049471 :Homo sapiens mRNA; cDNA DKFZp586N012 (from 

Cluster IncL AL079277:Homo sapiens mRNA full length insert cDNA clone 
Cluster IncL AJ224819:Homo sapiens mRNA for candidate tumor suppressor 
Cluster IncL AB023198:Homo sapiens mRNA for K1AA0981 protein, partial 
Cluster IncL AL03 1778:dJ34B21.3 (PUTATIVE novel protein) /cds=(297,557 
Cluster IncL AI337901:qt34fl)5.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IhcL AL050102:Homo sapiens mRNA; cDNA DKFZp586F1019 (&om 

Cluster IncL AB014529:Homo sapiens mRNA for KIAA0629 protein, partial 
Cluster IncL AB028964:Hbmo sapiens miRNA for KIAA1041 piotein, complete 
Cluster IncL D50926:Human mRNA forKIAA0I36 gene, partial cds /cds=(0. 
Cluster IncL AB028987:Homo sapiens mRNA for KIAA1064 protein, partial 
Cluster IncL U90912:Human clone 23865 mRNA sequence /cds=UNKNOWN 

Cluster IncL AL04932l:Homo sapiens mRNA; cDNA DKFZp564Dl 56 (fiom 
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15 



20 



25 



30 



35 



38667^at 

39065_s_at 

39434_at 

39797_at 

40404_s_at 

4043 l3t 

40453_s_at 

40485_at 

40786_at 

40828_at 

41129_at 

41174_at 

4U79__at 

41784_at 

clon 

32160_at 

32183_at 

32187_at 

32219_at 

33457_at 

33817_at 

33835_at 

34353_at 

34411__at 

34804_at 

clone 

35268_at 

clon 

35289_at 

35317_at 

36133_at 

36628_at - 

36636_at 

36946_at 

37034_at 

37694_at 

37718_at 

38050_at 

38062 at 



Cluster IncL AA189161:zq45g01.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. D83077:Homo salens mRNA for TPRD, complete cds /cds=(l 
Cluster Incl. ABOl 1 164:Homo sapiens mRNA for KIAA0592 protein, partial 
Cluster Incl. AB002347:Human mRNA for KIAA0349 gene, partial cds /cds=( 
Cluster Incl. U18291:Human CDC16Hs mRNA, complete cds /cds=(24,1883) 
Cluster Incl. AB00789l:Homo sapiens KIAA0431 mRNA, partial cds /cds=(96 
Cluster Incl. U30826:Human splicing factor SRp40-l (SRp40) mRNA, comp 
Cluster Incl. AA176780:2p32al0.sl Homo sapiens cDNA, 3 end/clone==IMAG 
Cluster Did. U37352:Human protein phosphatase 2A Balpbal regulatory su 
Cluster Incl. D63476:Human mRNA for KIAA0142 gene, complete cds /cds^(4 
Cluster Incl. D26067:Human mRNA for KIAA0033 gene, partial cds /cds=(0, 
Cluster Incl. AF0I2086:Homo sapiens Ran binding protein 2 (RanBP2alpha) 
Cluster Incl. AB029023:Homo sapiens mRNA for KIAAl 100 protein, complete 
Cluster Incl. AL080186:Homo sapiens mRNA; cDNA DKFZp564B0769 (Aom 

Cluster Incl. U76247:Human hSIAHl mRNA, complete cds /cds=(l 86,1 034) Jg 
Cluster Incl- M74002:Human arginine-rich nuclear protein mRNA, complete 
Cluster Incl. AB028973:Homo sapiens mRNA for KIAA1050 protein, partial 
Cluster IhcL D50927:Human mRNA for KIAA0137 gene, complete cds /cds=(l 
Cluster Incl. AB029028:Homo s£^iens mRNA for KIAAl 105 protein, partial 
Cluster Incl. S63912:D10S102=FBRNP [human, fetal bram, mRNA, 3043 nt] 
Cluster Incl. AB018264:Homo sapiens mRNA for KIAA0721 protein, partial 
Cluster Incl. AB014548:Homo sapiens mRNA for KIAA0648 protein, partial 
Cluster. Incl. Y10387:H.sapiens mRNA for PAPS synthetase /cds=(36,1910) 
Cluster IncL AL049246:Homo sapiens mRNA; cDNADKFZp564C053 (from 

Cluster Incl. AL050171:Homo sapiens mRNA; cDNADKFZp586F1122 (ftom 

Cluster IncL AJOl 1679:Homo sapiens mRNA for Rab6 GTPase activating pro 
Cluster Incl. AB014579:Homo sapiens mRNA for KIAA0679 protem, partial 
Cluster hicl. AL031058:Human DNA sequence from clone 512B1 1 on cbromoso 
Cluster IncL L42542:Humau RLIP76 protein mRNA, complete cds /cds=(223. 
Cluster IncL M12267:Human ornithine aminotransferase mRNA, complete cd 
Cluster IncL D86550:Human mRNA for serine/threonine protein kinase, co 
Cluster IncL U73477:Human acidic nuclear phosphoprotein pp32 mRNA, com 
Cluster Incl. D87685:Human mRNA for KIAA0244 gene, partial cds /cds=(0, 
Cluster IncL D43636:Human mRNA for KIAA0096 gene, partial cds /cds=(0. 
Cluster IncL D79986:Human mRNA for KIAA0164 gene, complete cds /cds=(2 
Cluster IncL D87467:Human mRNA for KIAA0277 gene, complete cds /cds=(5 
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IS 



20 



38073_at 
38102_at 
38105_at 
38764_at 
38818_at 
38837_at 
38843_at 
39091_at 
39117^at 
39131_at 
39132_at 
39163_at 
39507_at 
clone 
39897_at 
41283_at 
41529^_at 
41808_at 
41836_at 
33125 at 



Cluster Incl. AB007858:Homo sapiens KIAA0398 mRNA, complete cds /cds=(l 
Cluster IncL W28575:51fl2 Homo sapiens cDNA /gb=W28575 /gi=1308730/ug 
Cluster Incl. W26521:32gll Homo sapiens cDNA /gb==W26521 /gi=1307382 /ug 
Cluster Incl. AF007142:Homo sapiens clone 23938 mRNA sequence /cds==UNKN 
Cluster IncL Y08685:H. sapiens mRNA for serine palmitoyltransferase, su 
Cluster Incl. W26226:22e3 Homo sapiens cDNA /gb=W26226 /gi=1306637 /ug= 
Cluster Incl. AL079310:Novel human gene mapping to chomosome 22 /cds=(5 
Cluster IhcL AF070523:Homo sapiens JWA protein mRNA, complete cds /cds 
Cluster Incl. AB014562:Homo sapiens mRNA for KIAA0662 protein, partial 
Cluster Incl. N36842:yy35g03.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cluster Incl. AB010882:Homo sapiens mRNA for hSNF2H, complete cds /cds^ 
Cluster Incl. W27233:24b7 Homo sapiens cDNA /gb=W27233 /gf-1306749 /ug= 
Cluster IncL AL050366:Homo sapiens mRNA; cDNA DiCFZp564A126 (fiom 



Cluster IncL N36997:yy39g07.sl Homo sapiens cDNA, 3 end /clone^IMAGE- 
Cluster IncL AF052131:Homo sapiens clone 23930 mRNA sequence /cds=UNKN 
Cluster IncL W72239:zd62h08.sl Homo sapiens cDNA, 3 end /clone-IMAG 
Cluster IncL AF052102:Homo salens clone 23926 mRNA sequence /cds=UNKN 
Cluster IncL U94836:Human ERPROT 213-21 mRNA, comiplete cds /cds=(88,27 
Cluster IncL AL043470:DKFZp434A0327_sl Homo sapiens cDNA, 3 end /clon 
2063^at L20046 /FEATURE^ /DEFINITION=HUMERCC5A Human ERCC5 excision repair piote 
1512_at D86550/FEATURE=/DEFIMTION=D86550HumanmRNAforserine/1h^ 
176_at U37352/FEATURE-/DEFIMTION-HSU37352Humanproteinphosphatase2A^ 

25 METAGENE495: 



30 



35 



31514_at 

33085_at 

36372_at 

36798_jL.at 

37148_at 

40327_at 

40668_s_at 

40712_^at 

41718_g„at 

34293_at 

36008_at 

36052_at 

37238 s at 



Cluster IncL AF034970:Homo sapiens docking protein (DOK-2) mRNA, compl 
Cluster IncL U64863:HumanhPD-l (hPD-1) mRNA, complete cds /cds=(68,93 
Cluster IncL U5 1333:Human hexokinase m (HK3) mRNA, complete cds /cds 
Cluster IncL J04168:Human leukosialin mRNA, complete cds /cds=(95,12 
Cluster IncL AF025533:Homo sapiens leucocyte immunoglobulin-like recep 
Cluster IncL U57052:Human Hoxb-13 mRNA, complete cds /cds=(54,908) /gb 
Cluster IncL U34624:Human T cell surfece glycoprotein CD-6 xnRNA, com 
Cluster IncL D26579:Homo sapiens mRNA for transmembrane protein, compl 
Cluster IncL AC004770:Homo sapiens chromosome 11, BAC CIT-HSP-31 le8 
Cluster IncL AF004426:Homo sapiens microtubule-based motor (HsKIFC3) m 
Cluster IncL AF041434:Homo sapiens potentially prenylated protein tyro 
Cluster IncL U43959:Human beta 4 adducin mRNA, alternatively spliced p 
Cluster IncL AF014118:Homo sapiens membrane-associated kinase (Mytl) 
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39778_at Cluster Incl. M55621:HumanN-acetylglucosaminyltransferas^ I (GlcNAc-H 

41764_at Cluster Incl. AA976838:oq35cl2.sl Homo sapiens cDNA, 3 end /clone=IMAG 

33374_at Cluster Incl. L09708:Human complement component 2 (C2) gene allele b /c 

33393_at Cluster Incl. AJ237946:Homo sapiens mRNA for DEAD Box Protein 5 /cds=<0 

5 36195_at Cluster IncL U0768 1 rHuman NAD(H)-specific isocitrate dehydrogenase alp 

39845 jat Cluster Incl. AF020760:Homo sapiens serine protease (Omi) mRNA, complet 

1983_at X68452 /FEATURE=cds /DEFINITION-HSCYCD2 H.sapiens mRNA for cyclin D2 
1445_at AF014958 /FEATURE^ /DEFINITION«AF014958 Homo sapiens chemokine receptor 
703_at Immunoglobulin Heavy Chain, Vdjrc Regions 
10 608_at M12529/FEATURE=mRNA/DEFD«TION=HUl^^ 
com 



METAGENE496: 

15 37162_at Cluster Incl. S72869:H4pi0S170)=putative cytoskeletal protein [human, 

40666_at Cluster Incl. AF039918:Homo sapiens CD39L4 (CD39L4) mRNA, complete cds 

3 1788_at Cluster IncL AB014537:Homo sapiens mRNA for KIAA0637 protein, complete 

35 140_at Cluster IncL R59697:yhl lb03.$l Homo sapiens cDNA, 3 end /clone==IMAGE- 

36100_at Cluster IncL AF022375:Homo sapiens vascular endothelial growth factor 

20 36101 j5_at Cluster IncL M63978:Human vascular endothelial growth fyctor gene /c 

38010_at Cluster IncL AF002697:Homo sapiens ElB 19K/Bcl-2-b]nding protein Nip3 

32545 jr_at Clust^ IncL L1253S:Human RSU-l/RSP-1 mRNA, complete cds /cds=(827,l 
1953_at AF024710 /FEATURE^ /DEFINITION=AF024710 Homo sapiens vascular endothelia 

1265_g_at M25393 /FEATURE^ /DEFINmON=HUMPTPASE Human protein tyrosine 

25 phosphat 

METAGENE497: 

32478_f_at Cluster IncL AL03 1 133:dJ28 1H8.4 (Ubiquitin-Like protein SMT3 LIKE) / 

30 33620_at Cluster IncL X16667:Human HOX2G mRNA jfrom the Hox2 locus /cds=(363,165 

36391_at Cluster IncL AF048730:Homo sapiens cyclm Tl mRNA, complete cds /cds==< 

32355 jat Cluster IncL AL050270:Homo sapiens mRNA; cDNA DKFZp564D166 (fix>m 
clone 

37155_at Cluster IncL AB020675:Homo sapiens mRNA for KIAA0868 protein, partial 

35 37508_f_at Cluster IncL AA675900:g02504r Homo sapiens cDNA, 5 end /clone=g0250 

41374_at Cluster IncL AB016869:Homo sapiens mRNA for p70 ribosomal S6 kinase be 

33794^_at Cluster IncL Ul9345:Homo sapiens ARl (TCF20) mRNA, partial cds /cds= 

34727_at Cluster IncL A1800578:wgl2b07-xl Homo sapiens cDNA, 3 end /cione=IMAG 

35198_at Cluster IncL AF070596:Homo sapiens clone 24796 mRNA sequence /cds^UNKN 
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37946_at Cluster IhcL M 60724:Humaii p70 ribosomal S6 kinase alpha-I mRNA, compte 

39343_at Cluster IhcL AW026656:wvl5c06.xl Homo sapims cDNA, 3 end /done^IMAG 

40792_s_at Cluster IncL AF091395:Homo sapiens Trio isoform mRNA, complete cds / 
33377_at ' Cluster IncL X03168:HumaninRNA for S-protein /cds=(61,1497) /gb=X03168 
5 33855_at Cluster IncL M96995:Homo sapiens epidermal growth factor receptor-bind 

37012_at Cluster IncL U03271 '.Human F-actin capping protein beta subunit mRNA, c 

3771 l_at Cluster IncL S57212:hMEF2C=myocyte enhancer-binding fector 2 [human, s 

40980_at Cluster IncL W26477:30b5 Homo sapiens cDNA /gb=W26477 /gi=13071 76 /ug= 

1578^at M23263 /FEATURE^ /DEFINITION=HUMARB Human androgen receptor 
10 mRNA, comp 

834_at U40462 /FEATURE^ /DEFINlTION-HSU4a462 Human Ikaros/LyF-l homolog Oilk-l) 
842_at U4825 1 /FEATURE= /DEFINrnON=HSU4825 1 Homo sapiens protein kinase C-bindi 
446_,at U89896 /FEATURE= /DEFINrnON=HSU89896 Homo sapiens casein kinase I gamma 
315_,at D45132 /FEATURE- /DEFINmON=HUMHOXYl Homo sapiens mRNA f^^ 
15 D 

METAGENE498: 



20 



34251_at 
38358_at 
160042„sjat 
forah 



Cluster IncL M92299:Human homeobox 2,1 protein (HOX2A) mRNA, complete 
Cluster IncL AJ010840:Homo sapiens mRNA for ATP-dependent RNA helicase 
X58431 /FEATURE==mRNA#l /DEFINmON«HSHOX22 Human Hox2.2 gene 
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TABLE 9: List of Genes within ttie 29 Metagenes selected by flie Model in the 
Breast Cancer Recurrence Study 

METAGENE2: 



15 



25 



ans = 
36711_^at 
37863_at 
40448_at 
41755_at 
32786_at 
33439 at 
36097_at 
36669jit 
36979„at 
38772_at 
39822_s_at 
32583_at 
33146_at 
1915_s_at 
oncogene c-fo 
1916 s at 



Cluster Incl. AL021977:bK447C4.1 (novel MAFF (v-maf musculoaponeurotic 
Cluster Incl. J04076:Human early growth respor^e 2 protein (EGR2) mRNA, 
Cluster Incl, M92843:H.sapiens zinc finger transcriptional regulator mR 
10 41755_at Cluster IncL AB023 194:Homo sapiens mRNA for KIAA0977 protein, complete 

Ouster Incl. X5 1345:Hunian jun-B mRNA for JUN-B protein /cds=(253,1296) 
Cluster Incl. D15050:Hunian mRNA for transcription &ctor AREB6, complet 
Cluster IncL M62831:Hunian transcription fectcn: ETRlOl mRNA, complete c 
Cluster Incl. L49I69:Hwnan G0S3 mRNA, complete cds /cds=(593,1609) /gb= 
Cluster IncL M2068 1 :Human glucose transporter-like protein-m (GLUT3) 
Cluster Incl. Yl I307:H.sapiens CYR61 mRNA /cds=(223,1368) /gb=Y11307 /g 
Cluster Incl. AF078077:Homo sapiens growth arrest and DNA-damage-indu 
Cluster Incl. J041 IliHuman c-jun proto oncogene (JUN), complete cds, cl 
Cluster Incl. L08246:Himian myeloid cell differentiation protein (MCLl) 
20 1915_s_at V01S12 /rEATURE==mRNA#l /DEFINITION^HSCFOS Human cellular 

VOISU /FEATURE=inRNA#2 /DEFINmON^HSCFOS Human cellular 

oncogene c-fb 

1895_at J04111 /FEATURE«exon#l /©EFINmON-HUMJUNA Human c-jun proto oncogene (J 
1776_at L24564 /FEATURE^ /DEFINmON=HUMRAD Human Rad mRNA, complete cds 
789_at X52541 /FEATURE=cds /DEFINIHON-HSEGRI Human mRNA for early growth respon 
277_at L08246 /FEATURE= /DEFINITION-HUMMCLIX Human myeloid cell differentiation 
279_at L13740 /FEATURE^ /DEFINITION=HUMTR3A Human TB^3 orphan receptor mRNA, 
comp 

30 280_^_at L13740 /FEATURE- /DEFINITION=HUMTR3A Human TEG orphan receptor 

mRNA, CO 

287_at L19871 /FEATURE^ /DEFINrnON=HUMATF3X Human activatmg transcription fact 
190_at U12767 /FEATURE^ /DEFINmON=HSU12767 Human mitogen induced nuclear oipha 

35 METAGENE20: 



ans = 
32352 at 



Cluster IncL X52730:Human gene forphenylethanolamineN-methylase (PNM 



583 



wo 2004/038376 



PCT/US2003/033946 



37772 jat Cluster IncL AB020711:Homo ss^iens mRNA for KIAA0904 ptotein, partial 

32064_at Cluster IncL Y13467:Homo salens mRNA for RBI 8A prot^ /cds=(235,4935 

32679_at Cluster Incl. D13634:Human mRNA for KIAA0009 gene, complete cds /cds=(l 

332 1 8_at Cluster Incl. M 1 1 730:Human tyrosine kinase-type receptor (HER2) mRNA, c 

5 38672_at Cluster Incl. Y13247:Homo sapiens fbl9 mRNA /cds=(539,3361) /gb=Y13247 

36139_at Cluster IncL AL050289:Homo sapiens mRNA; cDNA DKFZp586G0522 (fiom 
clon 

37355_at Cluster IncL D38255:Homo salens mRNA for CABl, complete cds /cds=(121 

1 802_s_at X03363 /FEATURE=H5ds /DEFINITION=HSERB2R Human c-erb-B-2 mRNA 
10 1680_at D43772 /FEATURE= /DEFINITI0N=HUMGRB7 Human squamous cell carcinama of es 



METAGENE 81: 



15 



20 



25 



30 



ans = 

36364_at 

36434_r_at 

381S7_at 

39227_^at 

39304jg__at 

40673_at 

32667_.at 

32676_,at 

34759_at 

/gb=U68494 

35238_at 

40522_at 

33358_at 

33446_at 

34862_at 

35329_at 

35794_at 

35822_at 

40244 s at 



Cluster IncL L32961:Human 4-aminobutyrate aminotransferase (GAB AT) mRN 
Cluster IncL AP017724:Homo sapiens glycine receptor alpha 3 subunit 
Cluster IncL D90041:Human liver arylamine N-acetyltransferase (EC 2.3. 
Cluster IhcL AB006621:Homo sapiens mRNA for KIAA0283 gene, partial cds 
Cluster IncL Y14153:Homo sapiens mRNA for beta-transducin repeat con 
Cluster IncL U12778:Human acyl-CoA dehydrogenase mRNA, complete cds /c 
Cluster IncL M58526:Human alpha-5 collagen type IV (COL4A5) mRNA, 3 e 
Cluster IncL M9340S:Humanmethylmalonate semialdehyde dehydrogenase ge 
Cluster IhcL U68494:Human hbc647 mRNA sequence /cds=UNKNOWN 

Cluster IncL AB000509:Homo sapiens mRNA for TRAF5, complete cds /cds=( 
Cluster IncL X59834:Human rearranged mRNA for glutamine synthase /cds- 
Cluster IncL W29087:56b8 Homo sapiens cDNA /gb=-W29087 /gi=1309D53 /ug^ 
Cluster IncL W26407:29b8 Homo sapiens cDNA /gb==W26407 /gi=1307106 /u^ 
Cluster IncL AA00S018:zh96a09.rl Homo sapiens cDNA, 5 end/clone=IMAG 
Cluster IncL AF091084:Homo sapiens clone 638 unknown mRNA, complete se 
Cluster IncL AB023159:Homo sapiens mRNA for KIAA0942 protein, partial 
Cluster IncL L15702:Human complement factor B mRNA, complete cds /cds= 
Cluster IncL AI743654:wg41d0Lxl Homo sapieais cDNA, 3 end /clon^IM 



35 METAGENE 86: 



ans = 

34586_s_at Cluster IncL U5 1003:Human DLX-2 (Dlx2) mRNA, complete cds /cds=UNKNO 
^3950_^at Cluster IncL AFOl 1406:Homo sapiens corticotropin releasing hormone r 
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38936_at 
41413_at 

33801_at 
33806_at 
38663_at 
41356 at 



10 



Cluster IncL M16652:Human pancreatic elastase HA mRMA» complete cds / 
Cluster IncL AF037339:Homo s^iens cleft lip and palate iransmemhrme 
Cluster Incl. AF104222:Homo sapiens CD2 cytoplasmic domain binding prot 
Cluster Incl. AF052106:Homo sapiens clone 23781 mRNA sequence /cds=UNKN 
Cluster Incl. AI033692:ow26f02.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL W27619:35c7 Homo sapiens cDNA /gb==W27619 /gi=1307567 /ug= 
1852_at X02910 /FEATURE==expandedjcds /DEFlNITION=HSTNFA Human gene for tumor nec 
1724_at S75174 /FEATURE^ /DEFINrnON=S75174 E2F-4-transcription factor [human, N 
438_at X07767 /FEATURE=cds /DEFDSHTION^HSPKA Human mRNA for cAMP-dependent 
prote 



METAGENE 109: 



15 



20 



25 



30 



35 



ans = 

35853_at 

37129_at 

37153_at 

40033_at 

40705_at 

41036_at 

31837_at 

33707_^at 

33708_at 

34206_at 

34224_at 

35156_at 

clone 

35170_at 

36452_at 

37201_at 

37268_at 

37992_s_at 

38671_at 

39424_at 

41160_at 

33409_at 

35823_at 

37042_at 

39893 at 



Cluster Incl. AL049654:Novel hxunan mRNA similar to mouse gene PICKl (TR 
Cluster Incl. AI936758:wp69bl l.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AB014573:Homo sapiens mRNA for KIAA0673 protein, partial 
Cluster IncL AL022328:Human DNA sequence from clone 402G1 1 on chromoso 
Cluster IncL AF103905 Jlomo sapiens Rapl guanine-nucleotide exchange fa 
Cluster IncL AL022314:dJl 170K4J (novel piotein similar to KIAA0176 an 
Cluster IncL U62317:Chromosome 22ql3 BAC Clone CIT987SK-384D8 complete 
Clust^ IncL AF0S8921 :Homo sapiens cytosolic phoi^holipase A2-gamma mR 
Cluster IncL AF045584:Homo sapiens PB39 mRNA, complete cds /cds=<76,17 
Cluster Incl. AB018325:Homo sapiens mRNA for KIAA0782 protein, partial 
Cluster Incl. AC004770:Homo sapiens chromosome 11, BAC CIT-HSP-3 Ue8 (B 
Cluster IncL AL050297:Homo sapiens mRNA; cDNA DKFZp564N123 (from 



Cluster Lacl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster Incl. 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 
Cluster IncL 



AF044414:Homo sapiens alpha mannosidase 6A8B (6a8b) mRNA, 
AB028952:Homo sapiens mRNA forKIAA1029 protein, complete 
D38535:Human mRNA for PK-120 /cds=(129,2921) /gb=D38535 / 
U43368:Human VEGF related factor isoform VRF186 piecursor 
AI436567:ti03b09.xl Homo sapieais cDNA, 3 end /clone=IM 
AB014520:Homo sapiens mRNA for KIAA0620 protein, partial 
U70321 :Human herpesvirus entiy mediator mRNA, complete cd 
AC005943:Homo sapiens chromosome 19, cosmid R30538 /cds=( 
AA158243;2o76c01.sl Homo sapiens cDNA, 3 end /cIone=IMAG 
M63573:Human secreted cyclophilin-like protem (SCYLP) mR 
U09577:Homo sapiens lysosomal hyaluronidase (LUCA2/HYAL2) 
AB010414:Homo sapiens mRNA for G-protein gamma 7, complet 
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40266_at Cluster IncL ABQ28959:Hoiiio sapiens mRNA for KIAA1036 protein, complete 

41 532_at Cluster IncL Y09723:H.sapiens mRNA for Miz-1 piotein /cds=<126,2537) / 

n95_g_Qt M92287 /FEATURE- /DEFINITION=HUMCYCD3A Homo sapiens cyclin D3 
(CCND3) 

5 1116_at M281 70 /FEATiniE=/DEFINmON=HUMCSPC Human ceU (CD 
541 g at S67070 /FEATURE^ /DEFINrnON=S67070 heat shock protein HSP72 homolog 

l> 

210_at M95678 /FEATURE= /DEFINITI0N=HUMPLCB2A Homo sapiens phospholipase C-beta- 
214_at M97676 /FEATURE= /DEFINmON=HUMHOX7 Homo sapiens (region 7) homeobox pro 

10 

METAGENE 133: 



15 



20 



ans- 

41700_at 

37279_at 

38125_at 

38767_at 

2094 s at 



Cluster Incl. M62424:Human thrombin receptor mRNA, complete cds /cds=<2 
Cluster IncL U10550:Human Gem GTPase (gem) mRNA, complete cds /cds=(21 
Cluster Incl. M14083:Human beta-migratmg plasminogen activator inhibit 
Cluster IncL AF041037:Homo sapiens novel antagonist of FGF signaling ( 
K00650 /FEATURE=cds yDEFlNITION=HUMFOS Human fos pToto-oncogene (c- 



25 



fos 

2062_at L19182 /FEATURE^ /DEFINITION=HUMMAC25X Human MAC25 mRNA, complete 
cds 

1911_s_at M60974 /FEATURE^* /DEFINITION=HUMGADD45 Human growdi arrest and 
DNA-dam 

1005__at X68277 /FEATURE=cds /DEFINITION=HSCL100 H.sapiens CL 100 mRNA forprotei 
735__s_at Protein Kinase Ht3 1 , Camp-Dependent 



METAGENE 143: 



30 



35 



ans = 
35382_at 
41861_^at 
clone - 
35994_at 
33424_at 
34366_g_at 
35338_at 
36150 at 



Cluster Incl. AF043244:Homo sapiens appptosis repressor ARC (ARC) mRNA, 
Cluster Incl. AL050019:Homo sapiens mRNA; cDNA DKFZp564C186 (fix)m 



Cluster IncL AC002398:Human DNA fiom chromosome 19'-specific cosmid F25 
Cluster IncL Y00281:Human mRNA for ribophorin I /cds=(137,1960) /gb=Y0 
Cluster IncL AF042386:Homo sapiens cyclophilin-33B (CYP-33) mRNA, co 
Cluster IncL X17094:Human fur mRNA for furin /cds=(2 16,2 600) /gb=X1709 
Cluster IncL AB020649:Homo sapiens mRNA for KIAA0842 protein, partial 
1879_at M14949 /FEATURE=cds /DEFINITION-HUMRASR2 Human R-ras gene, exons 2 throu 
1649__at U61836 /FEATURE=mRNA /DEFINITION=HSU61836 Human putative cyclin Gl inter 
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1333_fat* X02596 /FEATURE-cds /DEFINniON=HSBCRR Human mRNA for bcr 
, (brealtpoint 

537_f_atU07000 /FEA'nJRE=cds#3 /DEFINrnON=HSU07000 Human breakpoint cluster reg 
405_at X52773 /FEATURE=cds /DEFINIT[ON=HSRARLP Human mRNA for retinoic acid rece 

5 

METAGENE 149: 
ans = 

33646_gL_at Cluster IncL X61094:H.sapiens RNA for GM2-activator protein (clone p 
10 34172_s_at Clusto: Inch M99578:Human lymphocyte surfece protein exons 1-5, comp 

35099_at Cluster IncL AF019225:Homo sapiens apolipoprotein L mRNA, complete cds 

35583_at Cluster IhcL X99699:H.sapiens mRNA for XIAP associated fector-1 /cds=( 

36770jat Cluster IncL U18671:Human Stai2 gene, complete cds /cds=(57,2612) /gb== 

39264_at Cluster IncL M87284:Human 69 kDa 25 oligoadenylate synthetase (P69 2- 

15 38014__at Cluster IncL X79448:H.sapiens IFI-4 mRNA for type I protein /cds=(l 165 

2066_^at L22474 /FEATURE== /DEFINITION=HUMBAXB Human Bax beta mRNA, complete cds 
1794_at M92287 /FEATURE- /DEFINrnON=HUMCYCD3A Homo sapiens cyclin D3 (CCND3) 
mR 

1457_at M64174 /FEATURE- /DEFINmON==HlJMFrKJAKl Human protein-tyrosine kinase (J 
20 909_^_at M14660/FEATUR£===cds/DEFIMTION=HU^ 
(interferon 

865_at U083 16 /FEATURE^ /DEFINrnON=HSU0831 6 Human insulm-stimulated protem ki 
428_s_at V00567 /FEATURE=cds /DEFINmON=HSMGLO Human messenger RNA 

fragment for 

25 201_sjat S82297 /FEATURE- /DEFINITION=S82297 beta 2-microglobulin { 1 Ibp deleted 

METAGENE 155: 



ans = 

30 3 1496_g_at Cluster IncL D63789:Homo s^iens DNA for SCM-lbeta precursor, comple 

34607_at Cluster IncL AB023 135:HQmo sapiens mRNA for activation-iaducible lymph 

32264jat Cluster IncL L23 134:Homo sapiens metase (MET-1) mRNA, complete cds /cd 

32321_at Cluster IncL X56841:H.sapiens HLA-E gene /cds==(0,363) /gb=X56841 /gi=4 

32370_at Cluster IncL M57888:Human (clone lambda B34) cytotoxic T-lymphocyte-as 

35 33462_at Cluster IncL D13626:Human mRNA for KIAAOOOl gene, complete cds /cds===(2 

34046_at Cluster IncL Z83844:Human DNA sequence from clone 37E16 on chromosome 

34432_at Cluster IncL AF05 1325:Homo sapiens SH3 domain containing adaptor prote 

34481_at Clustsar IncL AF030227:untitled /cds==(97,2634) /gb=AF030227 /gi=328261S 

34914_at Cluster IncL U94778:Human PEST phosphatase interacting protein homolog 
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34965_at 

36239_at 

36277_at 

36280_at 

36293_at 

36314_at 

37078_at 

37121_at 

37137_at 

37456_at 

37493_at 

37775_at 

37845_at 

38149_at 

38570_at 

3857i8_at 

38893_at 

38894 g at 

38949_at 

38964_r.at 

39649_at 

39672 jat 

39936_at 

40296_at 

40667_at 

40699_at 

40715_at 

40718_at 

40719_at . 

40720_at 

40721 g at 

40738_at 

40757_at 

4l468_at 

4l654_at 

31820__at 

31870_at 

3l901_at 

32070 at 



Cluster Incl. AF031824:Homo ss^iens leukocystatm mKNA, complete cds /c 
Cluster Incl. Z49194:H.sapiens mRNA for oct-binding factor /cds=(523,12 
Cluster Incl. M23323:Huiiian membrane protein (CD3-epsilon) gene /cds=(59 
Cluster IncL U26174:Human pre-granzyme 3 mRNA, complete cds /cds=(40,8 
Cluster Incl. U73531:Human G protein-coupled receptor STRL33.3 (STRL33) 
Cluster Incl. U04806:Human FLTB/FLKl ligand mRNA, complete cds /cds=(92 
Cluster Incl. J04132:Human T cell receptor zeta-chain mRNA, complete cd 
Cluster Incl. S691 15:granulocyte colony-stimulating factor induced gene 
Cluster Incl. M17016:Human serine protease-like protein mRNA, complete 
Cluster McL AL022315:dJl 17715*3 (Lectin, Galactose-binding, soluble. 
Cluster Incl. H04668:yj49e08,rl Homo sapiens cDNA, 5 end /clone=IMAGE- 
Cluster Incl. W25951:17dl0 Homo sapiens cDNA /gb«W25951 /gi=1306236 /ug 
Cluster Incl. M58285 .Human membrane-associated protein (HEM-1) mRNA, co 
Cluster Incl. p29642:Human mRNA for KIAA0053 gene, complete cds /cds=(l 
Cluster Incl. X03O66:Human mRNA for HLA-D class H antigen DO beta chai 
Cluster Incl. M63928:Homo sapiens T cell activation antigen (CD21) mRNA 
Cluster IncL AL008637:Human DNA sequence firom clone 833B7 on cbromosom 
Cluster IncL AL008637:Human DNA sequence jfrom clone 833B7 on chromos 
Cluster IncL L01087:Human protein kinase C-theta (PRKCT) mRNA, complet 
Cluster IncL U12707:Human Wiskott-Aldrich syndrome pK)tein (WASP) mR 
Cluster IncL X78817:H.sapiens partial CI mRNA /cds=(42,2882) /gb=X7881 
Cluster IncL M64322:Human protein tyrosine phosphatase (LPTPase) mRNA, 
Cluster Incl, U95626:Homo sapiens ccr2b (cci2); ccr2a (ccr2)» ccr5 (ccr 
Cluster IncL AL023653:Human DNA sequence fit>m clone 753P9 on chromosom 
Cluster IncL X60992:H.sapiens CD6 mRNA for T cell glycoprotein CD6 /cd 
Cluster Incl. M12824:Human T-cell differentiation antigen Leu-2/T8 mRNA 
Cluster IncL D83597:Homo sapiens mRNA for RP 105, complete cds /cds=(14 
Cluster IncL AF013611:Homo sapiens lymphopain mRNA, complete cds /cds= 
Cluster IncL AL022398:dJ434O14.3.3 (novel protein) (isoform 3) /cds=(2 
Cluster IncL AL022398:dJ434O14.3.1 ftnitative protein) (isoform I) /cds 
Cluster IncL AL022398:dJ434O14.3.1 ftmtative protein) (isoform l)/c 
Cluster IncL M16336:Human T-cell surface antigen CD2 (Tl 1) mRNA, compl 
Cluster IncL M18737:Human Hanukah factor serine protease (HuHF) mRNA, 
Cluster IncL M30894:Human T-cell receptor Ti rearranged gamma-chain mR 
Cluster IncL X02994:Human mRNA for adenosine deaminase (adenosine amin 
Cluster Incl. X16663:Human HSl gene for heamatopoietic lineage cell spe 
Cluster IncL X14046:Humatt mRNA for leukocyte antigen CD37 /cds=(63,908 
Cluster bicL AF044253:Homo sapiens potassium channel beta 2 subunit (H 
Cluster IncL X97267:H.sapiens LPAP gene /cds=(63,683) /gb=X97267 /gi-1 
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32629_fat 
32704_at 
32736_at 
33238_at 
33243_.at 
33267_at 
33748_at 
33813_at 
34210_^at 
35149_at ' 
35625_at 
36030_at 
.36062_at 
36493_at 
37541__at 
37591_at 
37625:_at 
37645_at 
38006_at 
38319_at 
38976__at 
39049_at 
40468__at 
32793_at 
32794^_at 
36155_at 
37021_at 
38017_at 
38018_gLat 
38091_at 
38826_at 
41577_at 
2059_s_at 
specific pr 
2019__s_at 
mR 

1760_s_at 
tyrosine 



Cluster Incl. U90552:Humaabutyropliilin (BTFS) mKNA, complete cds /cd 
Cluster IncL D86964:Human xoRNA for KIAA0209 gene, partial cds /cds^O, 
Cluster Incl. W68830:2d37g06.rl Homo sapiens cDNA, 5 end /clone=IMAGE- 
Cluster Incl. U23852:Human T4ymphocyte specific protein tyrosine kinas 
Cluster IncL AF099935:Homo sapiens MDC-3,13 isofonu 2 roRNA, complete c 
Cluster Incl. AF035315:Homo sapiens clone 23664 and 23905 mRNA sequence 
Cluster IncL D86976:Human mRNA for KIAA0223 gene, partial cds /cds=(0. 
Cluster Incl. AI8 13532: wjS3a09.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL N90866:zbl IblO.sl Homo sapiens cDNA, 3 end /clpne=^IMAG£- 
ClusterlncL AI865431:wkllh09jcl Homo sapiens cDNA, 3 end /clone^IMAG 
Cluster Incl. X94630:H«sapiens CD97 gene exon 1 (and joined CDS) /cds^( 
Cluster IncL AL080214:Homo sapiens mRNA; cDNA DKFZp586I2223 (&om don 
Cluster IncL AF062075:Homo sapiens leupaxin mRNA, complete cds /cds=(9 
Cluster IncL M33552:Human lympliocj^e-specific protein 1 (LSPl) mRNA, c 
Cluster IncL U25956:Himian P-selectin glycoprotein ligand (SELPLG) gene 
Cluster Incl. U94592:Human uncoupling protein homolog (UCPH) mRNA, comp 
Cluster IncL U52682:Human lymphocyte specific interferon regulatory fa 
Cluster IncL Z22576:H.sapiens CD69 gene /cds=(81,680) /gb-Z22576 /gi=3 
Cluster IncL M37766:HumanM£M-102 glycoprotein mRNA, complete cds /cds 
Cluster IncL AA919I02:ol84h02.sl Homo sapiens cDNA, 3 end/clone==IMAG 
Cluster IncL D44497:Human mRNA for actin binding protein p57, complete 
Cluster IncL AJ243937:Homo sapiens mRNA for Gl 8.1 a and Gl 8.1b proteins 
Cluster IncL ABOl 1 126:Homo sapiens mRNA for KIAA0554 protein, partial 
Cluster IncL X00437:Himian mRNA for T-cell specific protein /cds=(37,97 
Cluster IncL X00437:Human mRNA for T-cell specific protein /cds=(37. 
Cluster IncL D87465:Human mRNA for KIAA0275 gene, complete cds /cds=(3 
Cluster IncL X16832:Human mRNA for cathepsin H (EC 3.4.22.16) /cds=(34 
Cluster IncL U05259:Human MB-1 gene, complete cds /cds=(36,71 6) /gb=UO 
Cluster IncL U05259:HumanMB-l gene, complete cds /cds=(36,716) /gb= 
Cluster IncL Z49 107:H,sapiens mRNA for galectin /cds-(87, 1 058) /gb=Z49 
Cluster IhcL D50918:Hiiman mRNA for KIAA0128 gene, partial cds /cdff=(0. 
Cluster IncL AB020630:Homo sapiens mRNA forKIAA0823 protein, partial 
M36881 /FEATURE=mRNA /DEFINITION=HUMLCKAA Human lymphocyter 

M68892 /FEATURE-^ /DEFINITION'-HUMINTB7 Human integrin beta-7 subunit 

Dl 1327 /FEATURE- /DEFINITION^HUMLCPTP Human mRNA for protein- 



589 



wo 2004/038376 



PCT/US2003/033946 



1717_s_at U45878 /FEATURE^ /DEFINrnON==HSU45878 Human inhibitor of apoptosis 
pro 

1583_at M32315 /FEATURE- /DEFINITION=HUMNPR Human tumor necrosis factor receptor 
1506_at Dl 1086 /FEATURE^ /DEFINITION=HUMIL2RG Human mRNA for interleukin 2 recep 
5 1498_at LOS 148 /FEATURE^ /DEFINITION=HUMTYRKIN Human protein tyrosine kinase rel 
1478__at L10717 /FEATURE- /DEFINITION=HUMTKTCS Homo sapiens T cell-specific tyros 
I403_s_at M21 121 /FEATURE- /DEFINITION=HUMTCSM Human T cell-specific protein 
(RA 

1405 J_at M21121 /FEATURE- /DEFINITION^HUMTCSM Human T cell-specific protein 

10 (RA 

1326_at U60519 /FEATURE^ /DEFINinONHasU60519 Human apoptotic cysteine protease 
1 105_sjat M12886 /FEATURE^ /DEFINrnON==HUMTCBYY Human T-cell receptor active 

^ bet 

1 1 06_s_at M12959 /FEATURE== /DEFINniON=EmMTCAXB Human T-cell receptor active 
15 alp 

1 1 10_at M21624 /FEATURE=niRNA /DEFINinON=HUMTCRGC Human T-cell receptor delta ch 
1062_^_at U00672 /FEATURE- /DEFESnTION=U00672 Human interleukin-lO receptor 
mRNA 

906jat L78440 /FEATURE^mRNA /DEFINrnON=HUMSTAT4R Homo sapiens STAT4 mRNA, 
20 compl 

849 g at U19261 /FEATURE- /DEFINrnON=HSU19261 Homo sapiens Epstein-Bair 

virus-i 

402_s_at X698 19 /FEATURE=cds /DEF1NITION-HSICAM3RN H.sapiens ICAM-3 

mRNA 

25 245__at M25280 /FEATURE- /DEFINITION=HUMLNHR Human lymph node homing receptor 
mRN 

172_at U57650 /FEATURE- /DEFINITION-HSU57650 Human SH2-containing inositol 5-pho 
160029_at X07109 /FEATURE=cds /DEFINinON==HSPKCB2A Human mRNA for protein 
kinase 

30 

METAGENE 162: 



ans = 






31463_ 


_s_at 


Cluster IncL AL022097:Homo sapiens DNA sequence fi*om PAC 256G22 on c 


31546_ 


^at 


Cluster IncL LI 1566:Homo sapiens ribosomal protein LIS (RPL18) mRNA, c 


31584_ 


.at 


Cluster IncL X16064:Human mRNA for translationally controlled tumor pr 


32432^ 


.L.at 


Cluster IncL L25899:Human ribosomal protein LID mRNA, complete cds / 


32433_ 


.at 


Cluster IncL Z97353:HumanDNA sequence from clone 90L6 on chromosome 2 


32437_ 


at 


Cluster IncL U14970:Human ribosomal protein S5 mRNA, complete cds /cds 
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32440 jat Cluster IncL X53777:Hiiman L23 mRNA for putative ribosomal protein Zeds 

33614_at Cluster Ind. X80822:H,sapieiis mKNA for ORF /cds=(l 33,555) /gb=X80822 / 

33660_at Cluster Incl. U14966:Human ribosomal protein L5 mKNA, complete cds Zeds 

33668_at Cluster Incl. AF037643:Homo sapiens 60S ribosomal protein L12 {RPL12) p 

5 34570_at Cluster Incl. S79522:ubiquitin carboxyl extension protein [human, mKNA, 

34592_at Cluster Incl. M13932:Human ribosomal protein S17 mKNA, complete cds /cd 

34609_g_at Cluster Incl. M24194:Human MHC protein homologous to chicken B comple 

34645_at Cluster Incl. X55715:Human Hums3 mRNA for 40S ribosomal protein s3 /cds 

34646_at Cluster Incl. Z25749:H,sapiens gene for ribosomal protein S7 /cds=(8 1 ,6 

10 35 125_at Cluster IncL X67309:H.sapiens gene for ribosomal protein S6 /cds=<42,7 

36333_at Cluster Incl. X57958:H.s^iens mKNA for ribosomal protein L7 /ods==(22,7 

36358_at Cluster IncL U09953:Human ribosomal protein L9 mKNA, complete cds /cds 

32330_at Cluster IncL X06617:Human mKNA for ribosomal protein SI 1 /cds=(15,491) 

32337_at Cluster Incl. U25789:Human ribosomal protein L21 mKNA, complete cds /cd 

15 3234 l_f_at Cluster Incl. U37230:Himian ribosomal protein L23a mKNA, complete cds 

36786_at Cluster IncL AL02272 1 :dJ109F14.2 (60S Ribosomal Protein RPLIOA) /cds=( 

39025_at Cluster Incl. AI557912:pro3.2-2.E07.r Homo sapiens cDNA, 5 end /clone_ 

3941 8_at Cluster IncL AJ007398:Homo sapiens mRNA fer PBKl protein /cds=(5,1558) 

40435_at Cluster IncL JQ3592:Human ADP/ATP translocase mRNA, 3 end, clone pHAT 

20 41 152_f_at Cluster IncL T8965 1 :yd99a05.sl Homo sapiens cDNA, 3 end /cloneF=IMAG 

32843_s_at Cluster IncL M30448:Human casein kinase II beta subunit mKNA, comple 

343 16_at Cluster Incl. W52024:2dl3a03.sl Homo sapiens cDNA, 3 end /clone==»IMAGE- 

34317jg_at Cluster IncL W52024:2dl3a03.sl Homo sapiens cDNA, 3 end /clone==IMAG 

34380_at Cluster Incl. AC004472:Homo sapiens chromosome 9, PI clone 1 1659 /cds-( 

25 37724_at Cluster Incl. V00568:Human mRNA encoding the c-myc oncogene /cds=(558,l 

39 1 73_at Cluster IncL X56597:Human humFib mRNA for fibrillarin /cds=(59,1024) / 

3983D_at Cluster IncL AA044823:zk72al0.sl Homo sapiens cDNA, 3 end /clone^IMAG . 

32576_at Cluster IncL U94855:Homo sapiens translation initiation factor 3 47 kD 

33 1 16_f_at Cluster IncL AA977163:oq25a04.sl Homo sapiens cDNA, 3 end /clon^IM 

30 33 1 17_r__at Cluster IncL AA977163:oq25a04.sl Homo sapiens cDNA, 3 end /clone=IM 

1973_s_at V00568 /FEATURE=cds /DEFINITION^HSMYCI Human mRNA encoding the 
c-myc o 

1653_at M84711 /FEATURE^ /DEFINITION=HUMFTElA Human v-fos transformation efifecto 
1 15 l_at Epstein-Barr Vims Small Rna-Associated Protein 
35 57 l_at M86667 /FEATURE= /DEFINITION=HUMNAP H.sapiens NAP (nucleosome assembly pr 
326 i atRibosomal Protein S20 



METAGENE226: 
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ans = 






33630. 




Cluster Incl. 


38138, 




Cluster Incl. 


38161. 


.at 


Cluster Incl. 


38172. 


_at 


Cluster Incl. 


39262. 


.at 


Cluster Incl. 


39651, 


_at 


Cluster Incl. 


40695_ 


.at 


Cluster Incl. 


41037. 


.at 


Cluster Incl. 


31858. 


.at 


Cluster Incl. 


32028^ 


_at 


Cluster Incl. 


32702. 


.at 


Cluster Incl. 


33282. 


_at 


Cluster Incl. 


33307. 


.at 


Cluster Incl. 


35620_ 


at 


Cluster Incl. 


35714. 


.at 


Cluster Incl. 


35723. 


.at 


Cluster Incl. 


37945^ 


.at 


Cluster Incl. 


38618^ 


.at 


Cluster Incl. 


39020^ 


.at 


Cluster Incl. 


39059^ 


.at 


Cluster Incl. 


39062^ 


.at 


Cluster Incl. 


39074^ 


.at 


Cluster Incl. 


39704. 


_s_at 


Cluster Incl. 


41732. 


_at 


Cluster Incl. 


32186. 


.at 


Cluster Incl. 


32229. 


.at 


Cluster Incl. 


34865. 


.at 


Cluster IncL 


35326. 


.at 


Cluster Incl. 


36185. 


.at 


Cluster Incl. 


36678. 


.at 


Cluster Incl. 


38414. 


at 


Cluster incl. 


38808. 


.at 


Cluster IncL 


39812. 


.at 


Cluster IncL 


40195_ 


St 


Cluster Incl. 


40619^ 


at 


Cluster IncL 


32536, 


at 


Cluster IncL 


33206 


at 


Cluster IncL 



AF026488:Homo sapiens beta HI spectrin (SPTBN2) mRNA, 
D38583:Human mRNA for calgizzarin, complete cds /cds=(120 
Y09022:H.sapiens mRNA for Not56-like protein /cds^(3 1,134 
AB003151:Homo sapiens DNA, chromosome 21q22.2, PAC clone 
U79266:Human clone 23627 mRNA, complete cds /cds=(l 84,104 
AB006532:Homo sapiens RecQ4 mRNA for DNA helicase, comple 
J0S272:Hiiman IMP dehydrogenase type 1 mKNA complete cds / 
U63824:Humaii transcription factor RTEF-1 (RTEFl) mKNA, co 
X673 15:Human gene for PP15 (placental protem 15) /cds={9 
U85773:Hanianphosphomannomutase (PMM2) mRNA, complete cds 
U04810:Human tastm mRNA, complete cds /cds=(l 10,2446) /g 
U42408:Human ladinin (LAD) mRNA, complete cds /cds=(219,l 
AL022316:Himian DNA sequence from clone 126B4 on chromosom 
AF043250:Homo sapiens mitochondrial outer membrane protei 
U89606:Human pyridoxal kinase naRNA, complete cds /cds=(6, 
D16581:HmnanmRNA for 8-oxo-dGTPase, complete cds /cds=(2 
U91316:Human acyl-CoA tliioester hydrolase mRNA, complete 
AC002073:Human PAC clone DJ5 15N1 fiom 22ql l,2-q22 /cds=(0 
U82938:Human CD27BP (Siva) mRN^ complete cds /cds=(252,8 
AF034544:Homo sapiens delta7-sterol reductase mRNA, compl 
AL008726:dJ337O18.2 (Lysosomal Protective Protein precurs 
U79241;Human clone 23759 mRNA, partial cds /cds=(0,1315) 
L17131:Human high mobility group protein (HMG-I(Y)) gen 
AA310786:EST181572 Homo sapiens cDNA, 5 end /clone=ATCC- 
M80244:Human E16 mRNA, complete cds /cds=(310,1035) /gb=M 
AF038957;Homo sapiens translation initiation factor 4e mR 
AI360249:qy84fD7.xl Homo sapiens cDNA, 3 end /clone=IMAG 
AF004876:Homo sapiens 54TMp (54tm) mRNA, complete cds /cd 
D32050:Human mRNA for alanyl-tRNA synthetase, complete cd 
D21261:Human mRNA for KIAA0I20 gene, complete cds /cds-(7 
U05340:Human pSSCDC mRNA, complete cds /cds-(l 10,1 609) /g 
D64154:Human mRNA for Mr 1 10,000 antigen, complete cds /c 
X79865:H.sapiens Mrpl7 mRNA /cds=(137,733) /gb=X79865 /gi 
X14850:Human H2A.X mRNA encoding histone H2A.X /cds=(73,5 
M91670:Human ubiquitin carrier protein (E2-EPF) mRNA, com 
Z37986:H.sapiens mRNA for phenylalkylamine binding protei 
C18655:C18655 Homo sapiens cDNA, 5 end /clon©=GEN-565G08 
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2028_s_at M96577 /FEATURE^ /DEFINrnON=HUME2F Homo sapi^ (E2F-1) pRB- 
bindingp 

1 196_at D00591 /FEATURE=exoiis#7-14 /DEFINITION=HUMRCCl Homo sapiens RCCl gene, e 
893_at M91670 /FEATURE^ /DEFINITI0N=HUME2EPI Hmnan ubiquitin carrier protein (E2 
894_jg_at M91670 /FEATURE^ /DEFINITION-HUME2EPI Human ubiquitin carrier 

protein ( 

480_at U56816 /FEATURE= /DEFINITrON=HSU56816 Human kinase Mytl (Mytl) mRNA, 
comp 

160037„at Z48482 /FEATURE=cds /DEFINrnON=HSMMPM2 Hsapiens mRNA for 
membrane-ty 



METAGENE 294: 



15 



20 



25 



ans = 

35925_at 

36778_at 

37780_at 

41111_at 

37897_s_at 

38292_at 

39369_at 

38418_at 

39087_at 

2017 s at 



Cluster Incl. AF040639:Homo sapiens aflatoxin Bl -aldehyde reductase mRN 
Cluster Incl. Z48804:H.sapiens mRNA (ocular albinism type 1 related) /c 
Cluster IncL ABOl 1 131:Homo sapiens mRNA for KIAA0559 protein, partial 
Cluster Incl. U68418:Human branched chain aminotrajosfeiase precursor (B 
Cluster Inct AI985964:wr79d08 jcl Homo sapiens cDNA, 3 end /clone=IM 
Cluster Incl. AF093264:Homo sapiens homer-2b mRNA, complete cds /cds==(0 
Cluster Incl. AB023152:Hamo sapiens mRNA for KIAA093S piotein, partial 
Cluster IncL XS9798:Human PRADl mRNA for cyclin /cds=(147,1034) /gb=X5 
Cluster Incl. U28249:Human 1 Ikd protein mRNA, complete cds /cds=<259,59 
M64349 /FEATURE= /DEFINITION=HUMCYCDl Human cyclin D (cyclin Dl) 



mRNA, 

2020_at M73554 /FEATURE^ /DEFINIHON-HUMBCLl Human bcl-1 mRNA, complete CDS 



METAGENE 307: 



30 ans- 

31410_at Cluster Incl. AF023614:Homo sapiens transmembrane activator and CAML in 

31 559_at Cluster Incl. U26209:Human renal sodium/dicarboxylate cotransporter (NA 

31594_at Cluster IncL Y16788:Homo sapiens hHa3-I gene, complete CDS /cds=(0,121 

31947_r_at Cluster Incl, X74143:H.sapiens HBF-2 mRNA for transcription factor /c 

35 32000_g_at Cluster Incl. AI344681:qp09h03.xl Homo sapiens cDNA, 3 end /clone=IM 

33016_at Cluster IncL AI052224:o221a02.xl Homo sapiens cDNA, 3 end /cIone=IMAG 

34066_at Cluster IncL AJO 12590:Homo sapiens mRNA for glucose 1-dehydrogenase /c 

34093_at Cluster IncL AI829701:w«)9dl l.xl Homo sapiens cDNA, 3 end /clone=IMAG 

34161_at Cluster IncL U39573:Human salivary peroxidase mRNA, complete cds /cds= 
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34166_at Cluster IncL S80071:hPROT=biain-specific L-proline transporter [human, 

34558_at Cluster IncL U301 SSrHuman oxphan opioid receptor nxRNA, complete cds /c 

34568_at Cluster Incl. X82634:Homo salens mRNA for hair keratin acidic 3-11 /cd 

34573_at Cluster IncL U14187:Human receptor tyrosine kinase ligand LERK-3 (EPLG 

35 124_at Cluster IncL M62982:Human arachidonate 12-lipoxygenase mKNA, complete 

35503_at Cluster IncL M81590:Homo sapiens serotonin ID receptor (5-HT1D-) mRNA, 

35505_at Cluster IncL AI290660:qml2bl0.xl Homo sapiens cDNA, 3 end /clone=IMAG 

3S590_sjat Cluster IncL X8 1832:H.S£^iens mRNA for glucose-dependant insulinotro 

36338_at Cluster IncL W28504:48e7 Homo sapiens cDNA /gb=»W28504 /gi=13085 15 /ug= 

32269„at Cluster IncL W26805: 13al2 Homo s^iens cDNA /gb=W26805 /gi=1305889 /ug 

32897 jat Cluster IncL AJ237672:Homo sapi^ mRNA for methylenetetrahydiofolate 

33967jat Cluster IncL MS lS25:Human MHO class n lymphocyte antigen (HLA-DNA) ge 

35378_at Cluster IncL AI051683:oy77h08.xl Homo sapiens cDNA, 3 end /clone=IMAG 

36307_at Cluster IncL D87468:Human mRNA for KIAA0278 gene, partial cds /cds=(0, 

36737_at Cluster IncL U59057:Human beta-A4 crystallin (CRYBA4) mRNA, complete c 

38229_at Cluster IncL X90579:H,sapiens DNA for cyp related pseudogene /cds=UNKN 

38530_at Cluster IncL W26021:18cl0 Homo sapiens cDNA /gb=W26021 /gi=1306306 /ug 

38901_at Cluster IncL AB020698:Homo sapiens mRNA for KIAA0891 protein, partial 

39225_at Cluster IncL Y09443:H.sapiens mRNA for alkyl-dihydioxyacetonephosphate 

39290_f_at Cluster IncL W28257:44cl Homo sapiens cDNA /gb=W28257 /gi=1308205 /u 

40295_at Cluster IncL AB009288:Homo salens mRNA for N-copine, complete cds /cd 

4 1445 jat Cluster IncL X028 12:Human mRNA for transforming grov^ fector-beta (TO 

3 186i_at Cluster IncL L14754:Human DNA-binding protein (SMBP2) mRNA, complete c 

32699 s at Cluster IncL X64 1 1 6:H.sapiens PVR gene for poliovirus receptor (exon 

351 50_at Cluster IncL X60592:Hmnan CDw40 mRNA for nerve growth factor receptor- 

35996_at Cluster IncL X98261 iH.sapiens mRNA for M-phase phosphoprotein, mpp5 /c 

37195_at Cluster IncL M14565:Human cholesterol side-chain cleavage enzyme P450s 

37939_at Cluster IncL AL022318:bK150C2,3 (PUTATIVE novel protein similar to APO 

38707jr_at Cluster IncL S75174:E2F-4=transcription fector [human, Nalm6 and HeL 

3901 l_at Cluster IncL X99906:Homo sapiens mRNA for alpha endosulfine /cdsH^lS, 

39689_at Cluster IncL AI362017:qy39al0.xl Homo sapiens cDNA, 3 end /clone^IMAG 

41125jrjat Cluster IncL D45421:Human mRNA for phosphodiesterase! alpha, comple 

33416_at Cluster IncL AI332820:qp96e06.xl Homo sapiens cDNA, 3 end /clone=IMAG 

34803_at Cluster IncL AF022789:Homo sapiens ubiquitin hydrolyzing enzyme I (UBH 

35782_at Cluster IncL AB014557:Homo sapiens mRNA for KIAA0657 protein, partial 

38088_r__at Cluster IncL M80563:Human CAPL protein mRNA, complete cds /cds=(135, 

38447_at Cluster IncL U08438:Human beta-adrenergic receptor kinase (ADRBKl) gen 

39473_jrjat Cluster IncL W29065:56g2 Homo sapiens cDNA /gb=W29065 /gi=1309094 /u 

39868_at Cluster IncL AL046394:DKFZp434M217j:l Homo sapiens cDNA, 5 end /clone 
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39917_at 

40241_at 

40622_r_at 

40886_at 
5 40975_s_at 

4130 Wt 

41324 jg_at 

41340_at 

41500_at 
10 41525_at 

32557„at 

33110_at 

33151_s_at 

3321 l_at 
15 2005_s_at 

protei 

2013_at U35117 /FEATURE^ /DEFINITION=HSU35 1 17 Humaa tcanscription factor Dp-2 mR 
1925_at Z36714 /FEATURE-mRNA /DEFINITION=HSCYCLF H.sapiens mRNA for cyclin F 
1 894_f^at Neuiofibromatosis 2 Tumor Suppressor 
20 1827_s_at M13929 /FEATURE=mKNA /DEFINn'ION-HUMMYCPOA Human c-myc-P64 
mKNA, initi 

1792 _^_at M68S20/FEATURE==/DEFI^^TION==HUMCDC2A Human cdc^^^ 
kinas 

1 627_at Tyrosine Kinase 

25 1483_at L34059 /FEATURE^ /DEFINITION=HUMCA4A Homo sapiens cadherin-4 mRNA, compl 
1469_at U12779 /FEATURE- /DEFINITION-HSU 12779 Human MAP kinase activated protein 
1415__at D26561 /FEATURE-cds#3 /DEFINlTION=D26561 Homo sapiens cellular DNA conta 
1254_at L36861 /FEATURE==expandedLcds /pEFINlTION=HUMGCAPB Homo sapiens guanylate 
ll67_s_at D86331 /FEATURE=/DEFINITION=D86331 HumanMT2-MMP gene formatrix 

30 meta 

1008_f,at U50648 /FEATURE^mRNA /DEFDSIITION=HSIIPKR17 Human interferon- 

inducible 

882_at M37435 /FEATURE^ /DEFINrnON=HUMCSDFl Human mactophage-specific colony-st 
734_at Mucin 4, Tracheobronchial 
35 534_s_at U20391 /FEATURE=mRNA#l /DEFINITION-HSU20391 Human folate receptor 

(FOLR 

385_at X7 1 874 /FEATURE=cds#2 /DEFINITION=HSPROSCHy H.sapiens genes for proteasom 
396JLatX97671 /FEATURENsds /DEFINmON=HSERYTHR H.sapiens mRNA for erythropoie 
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Cluster IncL AI961040:wqS8fDl.xl Homo ss^iens cDNA, 3 end /clone^IMAO 
Cluster IncL U09850:Human zinc finger protein (ZNF143) mRNA, complete 
Cluster Incl. AL096740:Homo sapiens mRNA; cDNA DKFZpS86K2123 (fix)m cl 
Cluster Incl. L41498:Homo sapiens longation factor l-alpha 1 (PTI-1) mR 
Cluster Incl. AL050258:Novel himian mRNA similar to mouse tufielin-int 
Cluster Incl. W28608:49bl Homo sapiens cDNA /gb=W28608 /gi=1308556 /ug=^ 
Cluster Incl. U90917:Human clone 23641 mRNA sequence /cds=UNKNOWN /gb 
Cluster Incl. AA827795:od08a05.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. AI761818:wi62g02.xl Homo sapiens cDNA, 3 end /clone=»IMAG 
Cluster Incl. N25429:yx76b02.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
Cluster Incl. AI762438:wg57a07.xl Homo sapiens cDNA, 3 end /clon&=IMAG 
Cluster Incl. AI3S6682:qy22al0.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. W25932:15bl Homo sapiens cDNA /gb=W25932 /gi«1306055 /u 
Cluster IncL AW051889:wz04fD5.xl Homo sapiens cDNA, 3 end /clone=IMAG 
U31317 /FEATURE=/DEFINITION=HSU31317 Human JAK femily tyrosine 
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METAGENESIS: 



10 



15 



20 



25 



30 



35 



ans== 

31477_at 

36374_at 

/gb=U 

38960_at 

39669_at 

41660_at 

31805_at 

32108_at 

35164jat 

35676_at 

36454_at 

36495_at 

39755__at 

39756^__at 

40148_at 

40422_at 

4051 l_at 

32251_at 

34775_at 

34788_at 

clou 

34859__at 
34860^at 
35275_at 
clone 
35766_at 
35770_at 
37008_r_at 
40902 at 



Cluster Incl. L08044:Human mtestinal trefoil factor mRNA, complete cds 
Cluster Incl. U79293:Hiiman clone 23948 mRNA sequence /cds=UNKNOWN ^ 

Cluster Incl. U45975:Humanphosphatidylinositol (4,5)bisphosphate 5-pho 
Cluster Incl. AJ009985:Homo sapiens mRNA for annexin 31 /cds=(436,1452) 
Cluster Incl. AL031588:dJl 163J1.1 (ortholog of mouse transmembrane rece 
Cluster IncL M64347:Human novel growth &ctor receptor mRNA, 3 cds /cd 
Cluster Incl. M76231:Himian sepi^terin reductase mRNA, complete cds /cd 
Cluster Incl. AF084481:Homo sapiens transmembrane protein (WFSl) mRNA, 
Cluster Incl. AF006386:Homo sapiens axonemal dynein light chain (hp28) 
Cluster Incl. AF037335:Homo sapiens carbonic anhydrase precursor (CA 12 
Cluster Incl. U21931:Human fructose- 1,6-biphosphatase (FBPl) gene /cds= 
Cluster IncL Z93930:Human DNA sequence from clone 292E10 on chromosome 
Cluster IncL Z93930:Human DNA sequence from clone 292E10 on chromoso 
Cluster IncL U6232S:Human FE65-like protein (hFE65L) mRNA, partial cds 
Cluster IncL X16302:Human mRNA for insulm-like growth factor bindmg 
Cluster IncL X58072:Human hGATA3 mRNA for trans-acting T-cell specific 
Cluster IncL AA149307:2l25hO5.sl Homo sapiens cDNA, 3 end/clone=IMAG 
Cluster IncL AF06S388:Homo sapims tetraspanNET-1 mRNA, complete cds 
Cluster IncL AL049365:Homo sapiens mRNA; cDNA DKFZp586A0618 (from 

Cluster Incl. Z98046:dJ14O9.2 (Melanoma-Associated Antigen MAGE LIKE) / 
Cluster IncL Z98 046 :dJ 1409.2 (Melanoma-Associated Antigen MAGE LIKE) 
Cluster IncL AL050025;Homo sapiens mRNA; cDNA DKFZp564D066 (from 



Cluster IncL M26326:Human keratin 18 mRNA, complete cds /cds=(5 1,1343) 
Cluster IncL D16469;Human mRNA for ORF, Xq teiminal portion /cds=(1353 
Cluster IncL M685I6:Human protein C inhibitor gene, complete cds /cd 
Cluster IncL AL050082:Homo sapiens mRNA; cDNA DKFZp566J2446 (Bom clon 
1822_at Oncogene Ret/Ptc2, Fusion Activated 
1 823_g_at Oncogene Ret/Ptc2, Fusion Activated 

1745_at Oncogene Ret/Ptc, Fusion Activated 

174i_s_at S37730 /FEATURE-cds /DEFINITION=S37712S4 insulin-like growtii factor bi 

520_at U07358 /FEATURE- /DEFINITION=HSU07358 Human protein kinase (zpk) mRNA, co 



METAGENE 327 : 
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ans~ 




34563, 


.at 


32324 


.at 


38158^ 


_at 


38933_ 


-at 


39677^ 


-,at 


40041^ 


-at 


40347, 


.at 


40348, 


js_at 


40690, 


.at 


40726. 


-at 


41403_ 


.at 


41415_ 


-.at 


41650_ 


_at 


32120^ 


-at 


33252. 


-at 


33266. 


-at 


34715. 


.at 


34736, 


-at 


/gb=M2575 


35249, 


-at 


35699_ 


.at 


35995_ 


-at 


36813, 


-at 


36839, 


-at 


36863, 


-at 


37193, 


-at 


37228. 


at 


37920, 


-at 


38675, 


-at 


40074, 


-at 


40117^ 


at 


40145, 


-at 


40412, 


at 


40417, 


-at 


32222^ 


-at 


32767, 


-at 


34829 


at 



Cluster Incl D26361:Hi]]naii mRNA for KIAA0042 gene, complete cds /cds=(4 
Cluster IncL X57346:H.sapiens mRNA for HSl protein /cds=(372,l 1 12) /gb 
Cluster Incl. D79987:Human mRNA for KIAA0165 gene, complete cds /cds={l 
Cluster IncL AL021366:cICK0721Q.3 (Kinesin related protein) /cds=(163. 
Cluster Incl. D80008:Human mRNA for KIAA0186 gene, complete cds /cds=(9 
Cluster lacl. AF017790:Homo ss^iens retinoblastoma-associated protein H 
Cluster Ihcl. AA913812:ol39a08.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl, W25866:14cl2 Homo sapiens cDNA /gb=W25866 /gi==1305989 / 
Cluster Incl. X54942:H.ss^iens ckslis2 mRNA for Cksl protein homologue / 
Cluster Jncl. U37426:Human kinesin-like spindle protein HKSP (HKSP) mRN 
Cluster Incl. AI032612:owl7e07.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster Incl. L36720:Homo sapiens bystin mRNA, complete cds /cds=(64,98 
Cluster Incl. U63810:Homo sapiens WD40 protein Ciao 1 mRNA, complete cd 
Cluster Incl. AF063308:Homo sapiens coiled-coil related protein DEEPEST 
Cluster IncL D38073:Human mRNA for hRlf beta subunit (pl02 protein), c 
Cluster IncL AF015254:Homo sapiens serine/threonine kinase (STK-1) mRN 
Cluster IncL U74612:Human hepatocyte nuclear £ictor-3/fork head bomolo 
Cluster IncL M25753:Human cyclin B mRNA, 3 end /cds?-UNKNOWN 

Cluster IncL AF091433:Homo ss^iens cyclin E2 mRNA, con^lete cds /cds?=( 
Cluster Incl. AF053306:Homo sapiens mitotic checkpoint kinase Mad3L (MA 
Cluster IncL AF067656:Homo sapiens ZWIO interactor Zwint mRNA, complet 
Cluster IncL U9613 1 :Homo sapiens HPV16 El protein binding protein mRNA 
Cluster IncL U77949:Human Cdc6-related protein (HsCDC6) mRNA, complete 
Cluster IncL AF032862:Homo sapiens intracellular hyaluronic acid bindi 
Cluster IncL D78335:Human mRNA for 5-terminal region of UMK, complete 
Cluster IncL U01038:HumanpLKmRNA» complete cds /cds=(63,1874) /gb=UO 
Cluster Incl. U70370:Human hindlimb expressed homeobox protein backfoot 
Cluster IncL AI087268:o277e01.xl Homo sapi^s cDNA, 3 end /clone=IMAG 
Cluster IncL XI 6396:Human mRNA for NAD-dependent methylene tetrahydxof 
Cluster IncL D84557:Homo sapiens mRNA for HsMcm6, complete cds /cds~(6 
Cluster IncL AI375913:tcl4c08.xl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL AA203476:zx55e01.rl Homo sapiens cDNA, 5 end /clone=IMAG 
Cluster IncL D43950:Human mRNA for KIAA0098 gene, partial cds /cds=(0. 
Cluster IncL AA152202:zl06a03.sl Homo sapiens cDNA, 3 end /clone=IMAG 
Cluster IncL M74558:Human SBL mRNA, complete cds /cds=(380,4243) /gb^M 
Cluster hicL U59151:Human CbfSp homolog (CBF5) mRNA, complete cds /cds 
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34851^ 


at 


35312_ 


.at 


35839 


.at 


37302, 


.at 


38116_ 


at 


38456_ 


_s_at 


38804_ 


_at 


39109 


.at 


41583 


at 



Cluster IncL AFOl 1468:Homo sapiens s^e/tfareonine kinase (BTAK) xnKNA 
Cluster Incl. D21063:Hu]]aaii mRNA for KIAA0030 gene, partial cds /cds=(0. 
Cluster Incl. D78 130:Homo sapiens mRNA for squalene epoxidase, complete 
Cluster Incl. U30872:Human mitosin mRNA, complete cds /cds=(72,9413) /g 
Cluster Incl. D14657:Human mRNA for KIAAOlOl gene, complete cds /cds==<6 
Cluster Incl. AL049650:dJ734P 14.2,2 (snKNP (small nuclear ribonucleop 
Cluster Incl..AF053641:Homo sapiens brain cellular apoptosis susceptibi 
Cluster Incl. AB024704:Homo sapiens mRNA for £ls353, complete cds /cds= 
Cluster Incl. AC004770:Homo sapiens chromosome 11, BAC CIT-HSP-311e8 OB 
10 1943_at X51688 /FEATURE=mRNA /DEFINIITON^HSCYCLINA Human mRNA for cyclin A 

1945_atM25753yFEATURE=nnRNA/DEFINmONHEI^ end 
1809_at AB003698 /FEATURE^ /DEFINrnON«AB003698 Homo sapiens mRNA for Cdc7-relat 
1651 jat U73379 /FEATURE^ /DEFINmON=HSU73379 Human cyclin-selective ubiquitin c 
1599_at L25876 /FEATURE^ /DEFINITION=HUMPTPB Homo sapiens protein tyrosine phosp 
15 1544_at U39817 /FEATURE= /DEFINmON=HSU39817 Human Bloom s syndrome protein (BL 
1536__at U77949 /FEATURE^ /DEFIN1TION-HSU77949 Human Cdc6-related protein (HsCDC6 
1516_g_at Rad2 
1055^_at 
37-k 
20 904_s_at 
lineHL- 

572_at M86699 /FEATURE^ /DEFrNITION=HlJMTTK Human kinase (TTK) mRNA, complete 
cds 

527_at U145 1 8 /FEATURE- /DEFINinON=HSU145 1 8 Human centromere protein-A (CENP-A) 
25 419_at X65550 /FEATURE-exon#15 /DEFINmON=HSMKI67 H.sapiens mki67a mRNA (long t 
349_g_at D 14678 /FEATORE= /DEFINITION-HUMMHCB Human mRNA for kinesin- 

related pro 

149_at U90426 /FEATURE- /DEFINmON=HSU90426 Human nuclear RNA helicase, complet 
15 l_s_at V00599 /FEATURE=mRNA /DEFINITION=HSTUB2 Human mRNA fiagment 

30 encoding be 



M87339 /FEATURE- /DEFINITION=HUMACTl A Human replication factor C, 
L47276 /FEATURE=UTR#1 /DEFIMTION-HUMTOPATRHomo sapiens (cell 



METAGENE328: 



35 



ans = 

37472_at 

37874_at 

38151_at 

39597jat 

40038 at 



Cluster Incl. U60337:Homo sapiens beta-mannosidase mRNA, complete cds / 
Cluster Incl. Z47553:H.sapiens mRNA for flavin-containing monooxygenase 
Cluster Incl. AF002672:Homo sapiens breast cancer suppressor candidate 
Cluster Incl. AB020650:Homo sapiens mRNA for KIAA0843 protein, complete 
Cluster IncL W02490:za48b02a:l Homo sapiens cDNA, 5 end /clone-IMAGE- 
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32079_at Cluster Ihcl. ABO 14539:Hoino sapiens inRNA for KIAA0639 protein, partial 

32664_at Cluster IncL D3793 1 :Human mRNA for KNase 4, complete cds /cds=(27,470) 

32685_at Cluster Incl. AB002349:Human mRNA for KIAA035 1 gene, complete cds /cds=^ 

33749_at Cluster Incl. AB007455:Homo sapiens mRNA for P53TG1-A, complete cds /cd 

39752_at Cluster Incl. AF040704:Homo sapiens putative tumor suppressor protein ( 

35834_at Cluster Incl. X59766:H.sapiens mRNA for Zn-alpha2-glycoprotein /cds=(l 0 

33 140_at Cluster Incl. AF029893:Homo sapiens i-beta-l,3-N~acetylglucosaminyltran 

1 103_at Ml 1567 /FEATURE=mRNA /DEFINmON==HUMAGG Human angiogenin gene, 
complete 

METAGENE332: 



ans = 

37149__s_at 
15 39295_s_at 

41087_at 

33331_^at 

36053_at 

37265_at 
20 40466_at 

40508_at 

33392_at 

34365_at 

36118_at 
25 41806_at 

1860 atU58334 



Cluster Incl. U95626:Homo sapiens ccr2b (ccr2), ccr2a (ccr2), ccr5 (c 
Cluster Incl. AF049884:Homo sapiens Arg/Abl-interacting protein ArgBP 
Cluster Incl. AC004774:Homo sapiens BAC clone RG300E22 from 7q21-q31.1 
Cluster IncL U17077:Human BENE mRNA, partial cds /cds=(0,446) /gb=U170 
Cluster IncL AF041248:Homo sapiens cyclin-dependent kinase inhibitor ( 
Cluster IncL D87074:Hiiman mKNA iFor KIAA0237 gene, complete cds /cds=(4 
Cluster IncL Z74792:H.sapiens mRNA for CCAAT transcription binding fee 
Cluster IncL AF025887:Homo sapiens glutathione S-transfeiase A4-4 (GST 
Cluster IncL AL0801SS:Homo sc^iens mRNA; cDNA DkFZp434J154 (from clone 
Cluster IncL AF042386:Homo sapiens cyclophilin-.33B (CYP-33) mRNA, comp 
Cluster Incl. AJ000882:Homo sapiens mRNA for steroid receptor coactivat 
Cluster IncL J04513:Human basic fibroblast growth factor (bFGF) 22.5 k 
/FEATURE- /DEFINITION=HSU58334 Human Bcl2, p53 binding protein Bb 



METAGENE334: 



30 



35 



ans = 




32434, 


»at 


37163^ 


J^^ 


clon 




41368^ 


at 


36491^ 


^at 


39379^ 


.at 


clon 




41142 


at 



. Cluster IncL D10S22:Homo sapiens mRNA for 80K-L protein, complete cds 
Cluster IncL AL050374:Homo s^ieaas mRNA; cDNA DKFZp586C1619 (from 

Cluster IncL AA922934:ohl0g06,sl Homo sapiens cDNA, 3 end /olone=IMAG 
Cluster Incl. D82345:Homo sapiens mRNA for NB thymosin beta, complete c 
Cluster IncL AL049397:Homo sapiens mRNA; cDNA DKFZp586C1019 (from 

Cluster IncL U62961:Human succinyl CoA-3-oxoacid CoA transferase precu 
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32l90_at 

clone 

32855_at 

41517_g_at 

2050_s_at 

botulixiumto 



Cluster IncL AL0501 18:Homo sapiens mRNA; cDNA DKFZp586C201 (fix>m 

Cluster IncL L00352:Human low density lipoprotein receptor gene /cds=( 
Cluster Incl. U95735:Human SNARE protein Ykt6 (YKT6) mRNA, complete c 
M29870 TFEATURE^ /DEFINlTION=HUMRACA Human las-related C3 



METAGENE344; 



10 



15 



20 



25 



30 



35 



ans = 






31426_ 




Cluster incL 


31495_ 


-at 


Cluster Incl. 


31554^ 


-at 


Cluster Incl. 


31621_ 


_s_at 


Cluster Incl. 


31626_ 


j_at 


Cluster Incl. 


31740_ 


_s_at 


Cluster Incl. 


31745_ 


jat 


Cluster IncL 


31975_ 


at 


Cluster Incl. 


31993_ 


f-at 


Cluster IncL 


32397. 


JLat 


Cluster Inch 


32468. 


_Lat 


Cluster IncL 


33011^ 


at 


Cluster IncL 


33027. 


_at 


Cluster IncL 


33071. 


-at 


Cluster IncL 


33080. 


.s_at 


Cluster Incl. 


33090. 


.at 


Cluster IncL 


33622. 


at ' 


Cluster IncL 


33640. 


-at 


Cluster Incl. 


34104. 


-Lat 


Cluster IncL 


34108jg_at 


Cluster Incl. 


34131. 


at 


Cluster Incl. 


34167. 




Clust^IncL 


35534. 


_at 


Cluster IncL 


32282. 


.at 


Cluster Incl. 


33558. 


.at 


Cluster IncL 


34005. 


.at 


Cluster Incl. 


34949. 


.at 


Cluster IncL 


34963. 


.at 


Cluster IncL 


35379 


at 


Cluster IncL 



U34806:Human G protein-coupled receptor (GPR15) gene, com 
D63789:Homo s^iens DNA for SCM-lbeta precursor, complete 
X55019:H.sapiens mRNA for acetylcholine receptor delta su 
M36860:Hmnan elastin mRNA, complete cds /cds=(49,2241) 
AF047485:Homo sapiens amine oxidase pseudogene mRNA, sp 
AB008913:Homo sapiens mRNA for Pax-4, complete cds /cds 
AF007 l94:Homo sapiens mucin (MUC3) mRNA, partial cds /cds 
X55503:H.sapiens pseudogene for metallothionein and AG/CT 
U80764:Human EST clone 122887 mariner transposon Hsmarl " 
AA079018:zm94el2.sl Homo sapiens cDNA, 3 end /clone^IM 
D90278:Human CGMlb mRNA for CD66d /cds=(61,594) /gb=«D90 
Y10148:H.sapien8 mRNA for NTR2 receptor /cds=(36,1268) /g 
W27906:39dll Homo sapiens cDNA /gb=W27906 /gi=1307854 /ug ■ 
Z98744:histone H2B /cds=(5,382) /gb=Z98744 /gi==3080457 /u 
AB007943:Homo sapiens mRNA for KIAA0474 protein, comple 
AJ007292:Homo sapiens mRNA for epIirin-A2 /cds=(l 5,656) /g 
Z26308:H.sapiens isofonn 1 gene for L-type calcium channe 
Y14768:Homo salens DNA, cosmid clones TN62 and TN82 /cds 
AI147237:qb36jK)2.xl Homo sapiens cDNA, 3 end/clone=IM 
AJ005577:Homo sapiens pfkfb2 gene, exons 1 to 15 /cds-( 
AB026891:Homo sapiens mRNA for cystine/glutamate transpor 
AA984230:am82g03,sl Homo sapiens cDNA, 3 end/cIone=IM 
ABOl 1086:Homo sapiens mRNA for KIAA0514 protein, complete 
U66047:Human clone Z3-1 placenta expressed mRNA from chro 
Y09445:H.sapiens mRNA for transcription factor TBX5 /cds== 
X73079:Homo sapiens encoding Pol3aneric immunoglobulin rec 
AB028971:Homo sapiens mRNA for KIAA1048 protein, complete 
AA557228:nl75c09,sl Homo sapiens cDNA, 3 end/cloneHIMAG 
X54412:Human mRNA for alphal(IX) collagen (long form) /cd 
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35492 jat Cluster Incl. AC004523:Homo sapiens chromosome 19, cosmid F22329 /cds=( 

35864_at Cluster IncL Y00970:Humaii mRNA for acrosin (EC 3.4.21.10) /cds==<16,128 

35882_at Cluster Incl. AI075181:oy96b04.xl Homo sapiens cDNA, 3 end /clone=IMAG 

359 1 0_f_at Cluster IncL AJ003 147:Homo sapiens complete gnomic sequence betwem 

5 37061_at Cluster Incl. U29615:Hmnan chitotriosidase precursor mRNA, complete cds 

37095_r__at Cluster Incl. M84562:Human fortnyl peptide receptor-like receptor (FPR 

37140_s_at Cluster Incl. AF061 193:Homo sapiens ectodysplasin-A isofonn EDA-E (ED 

37151_at Cluster Incl. AF052120:Homo sapiens clone 23836 mRNA sequence /cds=UNKN 

374 1 8_at Cluster Incl. M36653 :Human Oct-2 fector mRNA, complete cds /cds==UNKNOWN 

10 37429_g_at Cluster IncL AI140857:qa83cl l.sl Homo sapiens cDNA, 3 end /clone=IM 

375 17_at Cluster IncL AB028962:Homo sapiens mRNA for KIAA1039 piotein, partial 

37796_at Cluster IncL AF053356:Homo sapiens chromosome 7q22 sequence /cds=(0>24 

381 62__at Cluster IncL AF007 1 56:Homo seqpiens clone 23617 unknown mRNA, partial c 

38193_at Cluster IncL X96754:H.sapiens gene encoding kappa light chain constant 

15 38538_at Cluster IncL AB014602:Homo sapiens mRNA for KIAA0702 protein, complete 

38607_at Cluster IncL AF027204:Homo sapiens putative tetraspan transmembrane pr 

39609_at Cluster IncL U80457:Human transcription factor SIM2 short form mRNA, c 

40376_at Cluster IncL X83573:Homo sapiens ARSE gene, complete CDS /cds=(67,1836 

40651_s_at Clustw: IncL AF039523:untitled /cds-(0,1334) /gb=AF039523 /gi-282812 

20 41034__s_at Cluster Incl. U92315:Homo ss^iens hydroxysteroid sulJfotransferase SUL 

31810_gLat Cluster IncL Z21488:H.sapiens contactin mRNA /cd8=(121,3177) /gb=Z21 

31819_at Cluster IncL AI796281:wh49a09.xl Homo sapiens cDNA, 3 end /clone=IMAG 

32 1 04_i_at Cluster IncL U66063 :Homo salens calcium/calmodulin-dependent protei 

3270 l_at Cluster IncL U51269:Human armadillo repeat protein mRNA, complete cds 

25 32739_at Cluster IncL AA001791 :zh86c04.rl Homo sapiens cDNA, 5 end /clone=IMAG 

3 520 l_at Cluster IncL X 1 6 1 35 :Human mRNA for novel heterogeneous nuclear RNP pro 

36557__at Cluster Incl. M92303:Himian voltage-dependent calcium channel beta-1 sub 

37285_at Cluster IncL X60364:Hxmian ALAS mRNA for 5-aminolevulinate synthase pre 

37633_s_at Cluster IncL J04129:Human placental protein 14 (PP14) mRNA, complete 

30 37905 jr_at Cli^ter IncL X66436:H.sapiens hsrl mRNA 0?artial) /cds=UNKNOWN /gb=X 

38297_at Cluster IhcL X98654:H.sapiens mRNA for DRES9 protein /cds=(189,3923) / 

39335_at Cluster IncL AI074025:oy66gl2.xl Homo sapiens cDNA, 3 end /clone=IMAG 

32220_at Cluster IncL D63874:Human mRNA for HMG-1, complete cds /cdsK76,723) / 

34351_at Cluster IncL AL022394:dJ51 1B24.2 (l.Phosphatidylinositol-4,5^Bisphosph 

35 34405_at Cluster IncL U47927:Human isopeptidase T (ISOT) mRNA, complete cds /cd 

34846_at Cluster IncL AFl 1 2472:Homo sapiens calcium/calmodulin-dependent protei 

38822_at Cluster IncL ABO 1 l420:Homo sapiens mRNA for DRAKl , complete cds /cds=( 

39451 J_at Cluster IncL AF050145:Homo sapiens iduronate-2-sulfatase (IDS) mRNA, 

39459_at Cluster IncL W28765:51d2 Homo sapiens cDNA /gb=W28765 /gi-1308713 /ug= 
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39474_sjat Cluster IhcL AF045800:Homo sapiens gremlin mRNA, complete cds /cds=( 
39490_f.at Cluster Ihcl. W2638 1 :29bl 1 Homo sapiens cDNA /gb=W2638 1 /gi=1307098 / 
39500_s_at Cluster Incl. AL049299:Homo sapiens mKNA; cDNA DKFZp564P233 (from clo 
39508_at Cluster Incl. AI2O1607:qb81bO3.xl Homo sapiens cDNA, 3 end /clone^IMAG 

40904_at Cluster Incl. AI857673:wk96c02.xl Homo sapiens cDNA, 3 end /clone=IMAG 

41001_at Cluster Incl. AB023202:Homo sapiens mRNA for KIAA0985 protein, complete 

41286_at Cluster Incl. X77753:H.sapiens TROP-.2 gene /cds=(615,1586) /gb=X77753 / 

41799_at Cluster Incl. W28595:48h8 Homo sapiens cDNA /gb=W28595 /gi=1308543 /ug= 

32525_r_at Cluster Incl. W29012:55a6 Homo sapiens cDNA /gb==W29012 /gi=1308969 /u 
32540_at Cluster Incl. AE762547:wli92e05.xl Homo sapiens cDNA, 3 end /clone^^IMAO 

1967„f.at U18334 /FEATURE=cds /DEFINinON=HSUNOSnCl Human nitric oxide 

synthase 

1804_at X07730 /FEATURE^ /DEFrNITION^HSPSA Human mRNA for prostate specific anti 
1432_s„at D16105 /FEATURE^ /DEFO«nON=HUMLTECLP2 Human mRNA for leukocyte 

tyrosi 

1296_at D83542 /FEATURE= /DEFINITION=HUMC15A Homo sapiens mRNA for cadherin-lS, 
1089J_at M64936 /FEATURE- /DEFINITION=HUMRIRT Homo sapiens retinoic acid- 

induci 

970_r_atX98296 /FEATURE=cds /DEFINITION=HSlJBIQHYD H.sapiens mRNA for ubiquitin 
916_at L18983 /FEATURE=mRNA /DEFINITION^HUMTYROPHO Homo salens tyrosine 



25 



870JLatM933 1 1 /FEATURE«cds /DEFINmON^HUMMEXm Human metallotbionein-III gen 
726_fatChorionic Somatomanmiotropin Hormone Cs-5 

259_s_at M16441 /FEATURE=cds#2 /DEFINmON=HUMTNFAB Human tumor necrosis 

factor 



METAGENE347: 



ans = 






33647. 


.s_at 


Cluster Incl. AA224768:ncl2d09,rl Homo sapiens cDNA/clone=IMAGE-1007 


35934. 


.at 


Cluster IncL L19161 :Human translation initiation &ctor 6IF-2 gamma su 


37507^ 


-Lat 


Cluster Incl. AA675900:g02504r Homo sapiens cDNA, 5 end /clone=g0250 


38230. 


^at 


Cluster Incl. U81984:Human endothelial PAS domain protein 1 (EPASl) mRN 


3888 1_ 


-Lat 


Cluster Incl. AF096870:Homo sapiens estrogen-responsive B box protein 


32038^ 


_s_at 


Cluster Incl. AI739308:wi30cl2.xl Homo sapiens cDNA, 3 end /clone^IM 


40100^ 


.at 


Cluster IncL U72206:Human guanine nucleotide regulatory factor (LFP40) 


40845. 




Cluster Incl. U10324:Human nuclear factor NF90 mRNA, complete cds /cds- 


33818. 


.at 


Cluster Incl. AC004472:Homo sapiens chromosome 9, PI clone 1 1659 /cds==( 


34374 g at 


Cluster Incl. Z97054:Human DNA sequence fit)m PAC 339A18 on chromosome 
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35287_at 

37024jat 

38393_at 

38401_s_at 

2025_s_at 

(APE) 

1950_s_at 

Sma 

1936 s at 



Cluster Incl. AF046888:Homo salens proliferation inducing ligand APRIL 
Cluster IhcL AF0103 12:Honio sapiens Pig7 (PIG7) mRNA, complete cds /cds 
Cluster Incl. D87434:Human mKNA for KIAA0247 gene, complete cds /cds=(2 
Cluster IncL W27594:34h4 Homo sapiens cDNA /gb=W27594 /gi=1307542 Ai 
M80261 /FEATURE^ /DEFIMTIONHEnjGMlAPE Human apurinic endonuclease 

AB004922 /FEATLIRE=cds /DEFINITION=AB004922S1 Homo sapiens gene for 



Proto-Oncogene C-Myc, Alt Splice 3, Orf 1 14 
1272_at L19161 /FEATURE^* /DEFINITION=HUMIEF2G Human translaidon initiation facto 
1244jat U18671 /FEATURE=mRNA/DEFINITION=HSU18671 Human Stat2 gene, complete cds 
1220 g at X15949 /FEATURE=cds /DEFINmON=HSIRF2 Human mRNA for interferon 
regul 

1 199_at D13748 /FEATURE^ /DEFINITION=HUM4AI Human mRNA for eukaiyotic initiation 
898_s_at 
EHKl 
612_s_at 
nucleotide 3 

U70862 /FEATURE^ /DEFINinON==HSU70862 Human nuclear factor I B3 



L37360 /FEATURE^ /DEFINmON=HlJMEFL2 Homo sapiens (clone hEHKl-L) 
M19650 /FEATtlRE= /DEFINIHON-HUMCNPDEA Human 2 ,3 -cyclic 



463_g_at 
mRNA,c 

421_at X66397/FEATURE=cds/DEFIimiON=HSTPRMH.sapienslprn^ 



METAGENE351 



25 



30 



35 



ans = 

32001_s_at 

35055_at 

34042„at 

35437_at 

37486_f_at 

3781 l_at 

38167_at 

38954_at 

39583_at 

39992_at 

c 

40016_g_at 
41655_at 
35175 f at 



Cluster Incl. M80482:Human subtilisin-like protein (PACE4) mRNA, comp 
Cluster Incl X53281:H.sapiens BTF3b mRNA /cds-(239,727) /gb=X53281 /gi 
Cluster Incl. U96769:Homo sapiens chondroadherin gene, 5flanking region 
Cluster Incl. M88461:Human neuropeptide Y peptide YY receptor mRNA, com 
Cluster Incl. U68385:Human Meisl-related protein 2 ^1RG2), mRNA, part 
Cluster Incl. AF042792:Homo sapiens alpha 2 delta calcium channel subun 
Chister Incl. AB020704:Homo sapiens mRNA for KIAA0897 protem, partial 
Cluster IncL Y18423:Homo sq>iens VIP2R gene, exons 1-2 (and joined CDS 
Cluster Incl. AF030435:Homo sapiens glioma amplified on chromosome 1 pr 
Cluster IqcL AF030302:Homo sapiens p45-BWRlA (BWRl-A) mRNA, complete 

Cluster Incl. AB002301:Human mRNA for KIAA0303 gene, partial cds /cds 
Cluster Incl. AL034399:dA191P20,2 (novel Fibronectin type HI domain co 
Cluster Incl. X70940:H.sapiens mRNA for elongation &ctor 1 alpha-2 / 
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Cluster Incl. X79440:H.s^iens xnRNA for NADP+-depeadent malic enzyme /c 
Cluster Incl. D87469:Human mKNA for KIAA0279 gene, partial cds /cds=(0. 
Cluster Incl. AF067724:Homo sapiens nni23-H5 mRNA, complete cds /cds=(48 
Cluster Incl. AB007930:Homo sapiens mRNA for KIAA0461 perotein, partial 
Cluster Incl. D84239:Homo sapiens mRNA for IgG Fc binding pmtein, comp 
Cluster Incl. U17999:HSU17999 Homo sapiens cDNA /clone=B49B32B27 /gb=Ul 
Cluster Incl. D43969:Human AMLl mRNA for AMLlc protein (alternatively s 
Cluster Incl. U20982:Human insulin-like growtb factor binding protein-4 
Cluster Incl. M15518:Hiunan tissue-type plasminogen activator (t-PA) mRN 
Cluster Incl. X68733:H.sapiens gene for alphal-antichymotiypsin, exon 1 
Cluster Incl. AF004222:Homo sapiens RTN2-A (RTN2) mRNA, complete cds /c 
Cluster Incl. AB011l63:Homo sapiens mKNA for KIAA0531 piotein, complete 
Cluster IncL U12779:Human MAP kinase activated piotein kinase 2 mRNA, 
Cluster Incl. AA058852:zf65al l.sl Homo sapiens cDNA, 3 end /clone^IM 
Cluster Incl. AL096717:Homo sapiens mRNA; cDNA DKFZp564P0662 (from cl 
M62403 /FEATURE- /DEFINITION=HUMIGFBP5 Human insulin-like growth 



1241_at U14603 /FEATURE- /DEFINITION=HSU 14603 Human protein-tyrosine phosphatase 
943_at D43968 /FEATURE- /DEFIMTION-HUMAMLIBA Human AMLl mRNA for AMLlb 
protein 

573_at M86826 /FEATURE- /DEFINmON-HUMIGFACm Human IGF bindi^^ 
complex 



35216 


-at 


36499 


.at 


36859 


-.at 


38688_ 


_at 


39014 


-at 


39378^ 


.at 


39421^ 


-at 


39781, 


-at 


33452. 


_at 


33825. 


.at 


34408. 


at 


35778. 


at 


36179. 


at 


40986^ 


s_at 


41328_ 


_s_at 


1737_s 


i_at 


facto 





METAGENE365: 



25 



30 



35 



ans — 




31593^ 


-at 


31597, 


r_at 


33642, 


-SLat 


34016. 


_sjat 


35438. 


_at 


38200. 


-at 


39235, 


_at 


35243^ 


,at 


37965_ 


at 


40465_ 


.at 


36987_ 


at 


37719. 


at 


32543 


at 



Cluster Incl. Z70200:H.sapiens gene for U5 snRNP-specific 200kD protein 
Cluster Incl. L36055:Human 4E-binding protein 1 mRNA, complete cds /c 
Cluster Incl. U17986:Human GABA/noradrenaline transports mRNA, compl 
Cluster Incl. X78338:Synthetic adenovirus transformed human retina ce 
Cluster Incl. X87852:H.sapiens mRNA for SEX gene /cds-(l 84,5799) /gb=X8 
Cluster Incl. Ul 1690:Human feciogenital dysplasia (FGDl) mRNA, complete 
Cluster Incl. AC003038:HumanDNA &om chromosome 19-specific cosmid R30 
Cluster Incl. AA535884:nf90d04.sl Homo sapiens cDNA, 3 end /clone-IMAG 
Cluster Incl. AA181053:zp66gl l.sl Homo sapiens cDNA, 3 end /clone-IMAG 
Cluster Incl. AF026402:Homo sapiens U5 snRKfP 100 kD protein mRNA, compl 
Cluster Incl. M94362:Human lamin B2 (LAMB2) mRNA, partial cds /cds-(0,l 
Cluster Incl. AF070539:Homo sapiens clone 24433 myelodysplasia/myeloid 
Cluster Incl. M84739:Human autoantigen calreticulin mORNA, complete cds 
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32559_s_at Cluster IncL AI238096:Homo sapiens mRNA for Lsm4 protein /cds=(23,44 
1979_s_at X55504 /FEATURE=cds /DEFINITION=HSP120A Rsapiens mRNA for P120 
antige 

1 775_at L24559 /FEATURE= /DEFINITION=HUMDNSPOLA Homo sapiens DNA polymerase 
5 alpb 

1781_at M25269 /FEATURE^ /DEFINITION^HUMELKIA Homo sapiens tyrosine kinase (ELKl 
1752_at AD000092 /FEATURE=cds#6 /DEFINmON==CH19HHR23 Homo sapiens DNA fiom chro 
1462j5_at M80397 /FEATURE^ /DEFINrnON=HUMDNAPOLC Human DNA polymerase 
delta cat 

10 1224„at X66363 /FEATURE=cds /DEFINrriON=HSSTHPKD H.sapiens mRNA PCTAIRE-1 for se 
1225 ^g_at X66363/FEATlIRE=H5ds/DEFIMTION=HSSTOPKDH^ 
PCTAIRE-1 for 

1 lOO^at L76191 /FEATURE=mRNA /DEFINITION^HUMIIR Homo sapiens interleukin-l recep 
4 10_s_at X57152 /FEATURE=mRNA#l /DEFINraON-HSCKIIBE Human gene for casein 

,15 kinas 

METAGENE369: 



20 



25 



30 



ans = 

31364_i_at 
33943_at 
33237_at 
36507_at 
37961_at 
/gb=U 
38712_at 
38969_at 
35833_at 
clone 
38381_at 
41296 s at 



Cluster Incl. W27762:37c6 Homo sapiens cDNA /gb=W27762 /gi=1307710 /u 
Cluster Incl. L20941 rHuman ferritin heavy chain mRNA, complete cds Zeds 
Cluster Incl. AB018344:Homo sapiens mRNA forKIAAOSOl protein, complete 
Cluster Inch D30612:Homo sapiens mRNA for repressor protein, partial c 
Cluster IncL U90907:Human clone 23907 mRNA sequence /cds-UNKNOWN 

Cluster IncL AL035291:H.sapiens gene from PACs 125H23 and 105D12 /cds= 
Cluster IncL AI828168:wk32h09.xl Homo sapiens cDNA, 3 end /clone==IMAG 
Cluster IncL AL080184:Horao sapiens mRNA; cDNA DKFZp434O071 (from 



35 



Cluster IncL U323 15:Human syntaxin 3 mRNA, complete cds /cds=(38,907) 
Cluster IncL W27761:37c5 Homo sapiens cDNA /gb=W27761 /gi=1307709 /u 
1904_at D50692 /FEATURE^' /DEFINITION==HUMAMYl Homo sapiens mRNA for c-myc 
binding 

1 60033_s_at NM_006297 /FEATURE-mRNA /DEFINITION==Homo sapiens X-my repak 
comple 



METAGENE389: 



ans = 
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32430_at 
37142_at 

38875_r_at 

39616_at 

clon 

39642_at 

done 

41048„at 

32027_at 

32043_at 

32686_at 

33799_at 

33800_at 

34678_at 

clon 

37273_at 

37638_at 

37902_at 

38254_at 

39055_at 

39714_at 

40088_at 

40790_at 

33405_at 

33821_at 

34785_at 

35356_at 

35371„at 

35842_at 

clone 

36634_at 

37027_at 

37038_at 

38078_at 

38415_at 

40220_at 

32510_at 

2042_s_at 

complete cds 



Cluster IncL M7348 1 rHuman gastrin releasing peptide recdptor (GRPR) naR 
Cluster IncL AF038421:Homo sapiens GPI-linked anchor protein (GFRAl) m 
Cluster IncL ABOl 1 147:Homo sapiens mRNA for KIAA0575 protein, comple 
Cluster IncL AL050227:Homo sapiens mRNA; cDNA DKFZp586M0723 (fiom 

Cluster IncL AL080199:Homo sapiens mRNA; cDNA DKFZp434E082 (from 

Cluster IncL D90070:Human ATL-deritved PMA-responsive (APR) peptide mRN 
Cluster IncL AF012281:Homo sapiens PDZ domain containing-protein (FDZK. 
Cluster IncL AF098462:Homo sapiens stanniocalcin-related protein mRNA, 
Cluster IncL D86096:Human DNA for prostaglandin E rec^tor EP3 subtype 
Cluster IncL U76248:Human hSIAEK mRNA, complete cds /cds=(526,1500) /g 
Cluster IncL AP036927:Homo sapiens adenylyl cyclase type IX mRNA, comp 
Cluster IncL AL096713:Homo sapiens mRNA; cDNA DKFZp564E1616 (from 

Cluster IncL AF007153:Homo sapiens clons 23736 mRNA sequence /cds— XJNKN 
Cluster IncL D50857:Human DOCK180 protein mRNA, complete cds /cds=(23, 
Cluster IncL L13278:Homo sapiens zeta-ciystallin/quinone reductase mRN 
Cluster IncL AB020689:Homo sapiens mRNA for KIAA0882 piotein, partial 
Cluster EacL M32886:Human sorcin CP-22 mRNA, complete cds /cds=(12,608 
Cluster IncL AF042081:Homo sapiens SID domain binding glutamic acid-ri 
Cluster IncL X84373:H.sapiens mRNA for nuclear fector RIP140 /cds=(287 
Cluster IncL AB004066:Homo sapiens mRNA for DECl, complete cds /cds=(l 
Cluster IncL N9a755:zb22c08.sl Homo sapiens cDNA, 3 end /clone==IMAGE- 
Cluster IncL AL034374:Human DNA sequence from clone 483K16 on chromoso 
Cluster IncL AB028948:Homo sapiens mRNA forKIAA1025 protein, partial 
Cluster IncL W21884:58c2 Homo sapiens cDNA /clone=(not-directional) /g 
Cluster IncL M83822:Human beige-like protein (BGL) mRNA, partial cds / 
Cluster IncL AL049265:Homo sapiens mRNA; cDNA DKFZp564F053 (from 

Cluster IncL U72649:Human BTG2 (BTG2) mRNA, complete cds /cds=(71,547) 
Cluster IncL M80899:Human novel protein AHNAK mRNA, partial sequence / 
Cluster IncL X83467:H.sapiens PXMPl gene, exon 1 (and joined CDS) /cds 
Cluster IncL AF042166:Homo sapiens beta-filamin mRNA, complete cds /cd 
Cluster IncL U14603:Human protein-tyrosine phosphatase (HU-PP-l) mRNA, 
Cluster IncL AB021 179:Homo sapiens mRNA for HEXIMl protein, complete c 
Cluster IncL AF026947:Homo sapiens aflatoxin aldehyde reductase AFAR m 
M15024 /FEATURE- /DEFIMTION^HIJMCMYBLA Human c-myb mRNA, 
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1909_at M14745 /FEATURE^ /DEFINrnON=HUMBCL2C Human mRNA 

1798_at U41060 /FEATURE^ /DEFINrnON=HSU41060 Human breast cancer, estrogen rega 

376_at AB000220 /FEATURE= /DEFINITION=AB000220 Homo sapiens mRNA for semaphorin 

377_g_at AB000220 /FEATURE= /DEFINraON=AB000220 Homo sapiens mRNA for 

semaphori 

3 10_s_at J03778 /FEATURE^ /DEFINinON=HUMTAUA Human microtubule-associated 

prote 



METAGENE 393 : 



10 



15 



20 



25 



30 



35 



ans = 




35061_at 


Cluster Incl. 


37126_at 


Cluster Incl. 


37168_at 


Cluster Incl. 


37420_Lat 


Cluster Incl. 


39988_at 


Cluster Incl. 


33304_at 


Cluster Incl. 


36472_at 


Cluster Incl. 


36825_at 


Cluster Incl. 


37219_at 


Cluster Incl. 


37944_at 


Cluster Incl. 


38287_at 


Cluster Incl. 


40153_at 


Cluster Incl. 


41 171_at 


Cluster Incl. 


41237_at 


Cluster Incl. 


32859__at 


Cluster Incl. 


32860_g_at 


Cluster Incl. 


33338_at 


Cluster IncL 


33339_g_at 


Cluster Incl. 


35735_at 


Cluster Incl. 


37352_at 


Cluster Incl. 


38759„at 


Cluster Incl. 


38760 f at 


Cluster IncL 



1 1 84_at D45248 /FEATURE== /DEFIlSimON=HUMPHPA28A Human mRNA for proteasome 
activa 

1021_at J00219 /FEATURE==nLRNA /DEFINITION=HUMIFNG Human immune interferon (IFN-ga 
669_s_at L05072 /FEATURE=expanecLcds /DEFINITION-HUMIFNRFI A Homo sapiens 

interfe 

495_at U3 1628 /FEATUEE^ /DEFINmON=HSU3 1628 Human jnterleukin-15 receptor alpha 
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43 l_at X02530 /FEATURE=H;ds /DEFINTnON^HSINFGER Human mRNA for gamma-interferon 
METAGENE399: 
5 ans = 

35484_at Cluster Incl. U95737:Human Chromosome 16 BAC clone CIT987SK-A-388D4 /cd 

36173jr_at Cluster Incl. AP002163:Homo sapiens delta-adaptin mRNA, complete cds 

2023_g_at M77198 /FjBATURE= /DEFINITION=HUMRPKB Human rac protein kinase beta 
mRN 

10 

METAGENE408: 

ans = 

36412__s_at Cluster Incl. U53831:Homo sapiens interferon regulatory factor 7B mRN 

15 34491_at Cluster Incl. AJ225089:Homo sapiens mRNA for 2-5 oligoadenylate synthe 

385 17_at Cluster Incl. M87503:Human IFN-responsive tmnscription fector subunit 

38549_at Cluster Incl. AF026941:Homo sapiens cig5 mRNA, partial sequence /cds=UN - 

38584_at Cluster Incl. AlP026939:Homo sapiens CIG49 (cig49) mRNA, complete cds /c 

39263_at Cluster Incl, M87434:Human 71 IdDa 25 oligoadenylate synthetase (p69 2- 

20 41045 jat Cluster Incl. U77643:Homo salens K12 protein precursor mRNA, complete 

318 12_at Cluster Inch M24470:Human glucose-6-phosphate dehydrogenase, complete 

321 14_s_at Cluster Incl. S46950:adenosine A2 receptor [human, hippocampal, mRNA, 

33236_at Cluster Incl. AF060228:Homo sapiens retinoic acid receptor responder 3 

357 1 8_at Cluster IncL L22342:Human nuclear phosphoprotein mRNA, complete cds /c 

25 36927_at Cluster Incl. ABOOO 1 15:Homo sapiens mRNA expressed in osteoblast, compl 

3764 l_at Cluster Incl. D28915:Human gene for hepatitis C-associated microtubular 

38662_at Chister IncL AL047596:DKFZp586G0421_sl Homo sapiens cDNA 
/cloneF=DKFZp5 

39061_at Cluster Incl. D28 137:Human mRNA for BST-2, complete cds /cds==(9,55 1) /g 

30 40505_at ClusterIncLAA883502:am25h07.sl Homo sapiens cDNA, 3 end /clone^IMAG 

41745_at Cluster Inch •X57352:Human 1-8U gene fiom interferon-inducible gene fern 
32775_r_at , Cluster IncL AB006746:Homo sapiens hMmTRAlb mRNA, complete cds /cds= 

328 14_at Cluster IncL M24594:Human interferon-inducible 56 Kd protein mRNA, com 

37014_at Cluster IncL M33882:Human p78 protein mRNA, complete cds /cds=(345,233 

35 37353_g_at Cluster IncL M60618:Human nuclear autoantigen (SP-100) mRNA, complet 

37360_at Cluster IncL U6671 1 :Human Ly-6-related protein (9804) gene, complete c 

38388_at Cluster IncL Ml 1810:Human (2-5 ) oligo A synthetase E gene /cds-(0,120 

38389_at Cluster IncL X04371:Human L6Kb mRNA for 2-5A synthetase induced by in 

38432_at Cluster IncL AA203213:zx57e04.rl Homo sapiens cDNA, 5 end /clone^IMAG 
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1358_8.at U22970 /FEATURE-=niRNAff 1 /DEFINITION-HSU22970 Human interferon- 
inducible 

1 107_s__at M13755 /FEATURE=-niRNA /DEFINmON=HLFMIFN15K Human interferon- 
induced 17 

5 9 1 5_at M24594 /EEATURE==mRNA /DEFINITION=HUMn56KD Human interferon-inducible 56 
879_.at M308 18 /FEATURE===mRNA /DEFINITION-HUMMXB Human interferon-induced 
cellular 

675^at J04164 /FEATURE-^ /DEFI^^TION-HUM927A Human interferon-inducible protein 9 
626_s_at L78833 /FEATURE=cds#5 /DEFINmON^HUMBRCAl Human BRCAl , Rlio7 

10 andvatig 

464_s_at U72882 /FEATURE= /DEFINmON=HSU72882 Human interferon-induced 

leucine ^ 

425_at X67325 /FEATURE=cds /DEFINrnON=HSP27 H.sapiens p27 mKNA 

269_at L40387 /FEATURE=cds /DEFINITION=HUMTRIP14G Homo sapiens thyroid receptor 

15 

METAGE1SIE440: 



20 



25 



30 



35 



ans = 




3135b_at 


Cluster IncL 


31439_f_at 


Cluster Incl. 


31478„at 


Cluster IncL 


31590 _i_at 


Cluster Incl. 


31775_at 


Cluster Incl. 


31785_^f_at 


Cluster Incl. 


31930_f_at 


Cluster Incl. 


31991_at . 


Cluster IncL 


clone 




32007_at 


Cluster IncL 


32010_at 


Cluster Incl. 


32407_f_at 


Cluster IncL 


33651_at 


Cluster IncL 


33670_at 


Cluster IncL 


34060 ^_at 


Cluster IncL 


34067_at 


Cluster IncL 


34139_at 


Cluster IncL 


34634_s_at 


Cluster IncL 


34636_at 


Cluster IncL 


35091_at 


Cluster IncL 


35536_at 


Cluster IncL 



AC004597:Homo sapiens chromosome 19, cosmidF20722 /cds=( 
X63095:H.se^iens mKMA for rhesus polypeptide (RhVI) /cd 
M16653:Human pancreatic elastase IIB mRNA, complete cds / 
AL031983:dJ271M21.2 (hs6Ml-12 (7 transmembrane receptor 
X65018:H.sapiens mKNA for lung surfactant protein D /cds= 
U92817:Homo sapiens unnamed HERV-H protein mRNA, comple 
X63096;H,sapiens mKNA for rhesus polypeptide (RhVm) / 
AL049430:Homo sapiens mRNA; cDNA DKFZp586H201 (from 

W29045:55el2 Homo sapiens cDNA /gb=W29045 /gi-1309002 /ug 
Z82180:HumanDNA sequence from clone E81G9 on ctuximosome 
U92818:Homo salens c33.28 unnamed HERV-H protein mRNA, 
AB013456:Homo sapiens hAQPS mRNA for aquaporin 8, complet 
X74439:H.sapiens mRNA for estrogen receptor gene 5flankin 
AA586695:nn42h06.sl Homo sapiens cDNA, 3 end/clone=IM 
AL022314:dJl 170K4.2 (novel Trypsin family protein with cl 
AL049651:Himian DNA sequence from clone 753D10 on chromoso 
U68487:Human 5-hydroxytryptamine7 receptor isoform b mR 
M23892:Humau 15-lipoxygenase mRNA, complete cds /cds=(3,l 
AA706226:ah28a07.sl Homo sapiens cDNA, 3 end /clone=1240 
ABOl 1 176:Homo sapiens mRNA for KIAA0604 protem, complete 
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36332, 


_at 


36375. 


.at 


36407 


^at 


36411 


_s_at 


32271_ 




32866^ 


-.at 


32898. 




32915. 


_at 


33470^ 




33521_ 


.at 


33545, 


.at 


33568. 


.at 


34425. 


.at 


34457, 


^at 


34527. 


-3Lat 


34981_ 


_at 


35485_ 


>at 


35899. 


_at 


35915, 


.at 


35939. 


_sjat 


35950. 


.at 


36276. 


.at 


36285_ 


.at 


36298^ 


,at 


36702, 


_at 


36706, 


at 


36754. 


.at 


37853, 


at 


38507_ 


.at 


38558, 


at 


38851, 


at 






38860, 


,at 


38897, 


.at 


38942^ 




39242, 


at 


39245, 


at 


39990^ 


at 


40299 


at 



Cluster IqcL U40391:Huiiian serotonin N-acetyltransferase gene, complete 
Cluster Incl. X74614:H.sapiens ODF2 (allele 2) gene for outer dense fib 
Cluster IncL AL050220:Homo sapiens mKNA; cDNADKFZp586J1923 (fiom clon 
Cluster Incl. U29943:Human ELAV-like neuronal protem-2 Hel-N2 mKNA, 
Cluster IncL X16707:Human fra-1 mRNA /cds=(34,849) /gb=X16707 /gi=3146 
Cluster LqcL ABOl 1 177:Homo sapiens mRNA for KIAA0605 protein, complete 
Cluster Incl. U20582:Human actin-like peptide mKNA, partial cds /cds=(2 
Cluster IncL AL109730:Homo sapiens mKNA fiill length insert cDNA clone 
Cluster IncL AF052177:Homo sapiens clone 24510 mKNA sequence /cds^UNKN 
Cluster IncL M63962:Human gastric HJC-ATPase catalytic subunit gene, c 
Cluster LacL M81758:Homo sapiens skeletal muscle voltage-dependent sod 
Cluster IncL U48861 :Human beta 4 nicotinic acetylcholine receptor subu 
Cluster IncL AF03 1469:Homo sapiens MHC class I related protein 1 isofo 
Cluster IncL U76010:Human putative zinc transporter ZnT-3 (ZnT-3) mKNA 
Cluster IncL AF052108:Homo sapiens clone 23687 mKNA sequence /cds=IIN 
Cluster IncL M555 13 :Human potassium channel (HPCNl) mKNA, Complete cds 
Cluster IncL X80818:H.sapiens mRNA for metabotropic glutamate receptor 
Cluster IncL AF109401:Homo sapiens neurotrophic factor artemin precurs 
Cluster IncL X82540:H.sapiens mRNA for activin beta-C chain /cds'=(127. 
Cluster IncL L20433:Human octamer binding transcription &ctot 1 (OT 
Cluster IncL U90841:Homo sapiens SSX4 (SSX4) mKNA, complete cds /cds=( 
Cluster IncL X67734£[.sapiens mKNA for transient axonal glycoprotein ( 
Cluster IncL U07364:Human inwardly rectifying potassium channel mKNA, 
Cluster IncL L14565:Humanperipherin (PRPH) gene exons 1-9, complete c 
Cluster IncL AJ010277:Homo sapiens mRNA for TBX19 protein /cds=(51,139 
Cluster IncL Y15057:Homo sapiens mRNA for STK9 protein /cds=(22 1,33 13) 
Cluster IncL X60435:H.sapiens gene PACAP for pituitary adenylate cycla 
Cluster IncL AI857458:wl57e02.xl Homo sapiens cDNA, 3 end /clone==IMAG 
Cluster LacL X16867:Human mRNA for cytochrome P-450IID (clone pMP34) / 
Cluster IncL M29273:Human myeUn-associated glycoprotein (JSAAG) mKNA, c 
Cluster IncL M63394:Human 3 nucleotide sequence mRNA /cds=UNKNOWN 

Cluster IncL U66346:Homo sapiens cAMP phosphodiesterase (PDB4C) mRNA, 
Cluster IncL AJ000730:Homo sapiens mRNA for cationic amino acid transp 
Cluster IncL W28610:49bl2 Homo sapiens cDNA /gb=W28610 /gi-1308558 / 
Cluster IncL X96783:H.sapiens Syt V gene (genomic and cDNA sequence) / 
Cluster IncL U72507:Human 40871 mRNA partial sequence /cds=UNKNOWN /gb 
Cluster IncL U07559:Human ISL-1 (Islet-1) mRNA, complete cds /cds=(248 
Cluster IncL AF091890:Homo sapiens G-protein coupled receptor KE2 mRNA 
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10 



15 



20 



25 



30 



35 



403 17_ 


at 


Cluster IncL 


40643_ 


at 


Cluster Incl. 


41647^ 


-at 


Cluster Incl. 


32029^ 


.at 


Cluster Incl. 


327 10_ 


.at 


Cluster Incl. 


33779^ 


.at 


Cluster Incl. 


34655^ 


-at 


Cluster Incl. 


35685^ 


_at 


Cluster IncL 


3601 1_ 


_at 


Cluster Incl. 


36037 ^ at 


Cluster Incl. 


36546, 


r_at 


Cluster Incl. 


36815. 


,at 


Cluster Incl. 


36883_ 


_at 


Cluster Incl. 


36907^ 


-.at 


Cluster Incl, 


37191^ 


-at 


Cluster Incl. 


37270_ 


-at 


Cluster Incl. 


38624. 


-at 


Cluster Incl. 


38646^ 


.s_at 


Cluster Incl. 


38660. 


.at 


Cluster Incl. 


40094. 


Xat 


Cluster Incl. 


40442. 


-f.at 


Cluster Incl. 


40507. 


-at 


Cluster Incl. 


32810. 


-at 


• Cluster Incl. 


34832. 


s_at 


Cluster Incl. 


35756_ 


_at 


Cluster Incl, 


36615. 


.at 


Cluster Incl. 


38027. 


_at 


Cluster Incl. 


38048. 


-at 


Cluster Incl. 


38058. 


-at 


Cluster Incl. 


38752. 


r_at 


Cluster Incl. 


39468. 


/-.at 


Cluster Incl. 


39472. 


A_at 


Cluster Incl. 


39870. 


-at 


Cluster Incl. 


40595. 


-at 


Cluster Incl. 


40919^ 


^at 


Cluster Incl. 


40938^ 


-at 


Cluster Incl. 


40954_ 


.at 


Cluster Incl. 


40959. 


_at 


Cluster Incl. 


41351. 


-at 


Cluster Incl. 



U57352:Hunian sodium channel 1 O^NaCl) mRNA, complete cds 
M34480:Human platelet glycoprotein lib (GPIIb) mRNA, comp 
W28742:51a7 Homo sapiens cDNA /gb=W28742 /giF=1308690 /ur= 
AF017995:Homo sapiens 3-phosplioinositide dependent protei 
X83 127:H.sapiens mRNA for voltage gated potassium channel 
AF060538:Homo sapiens vesicle associated membrane protein 
AI951832:wx38b09.xl Homo sapiens cDNA, 3 end /clone^IMAG 
Z14000:H.sapiens RINGl gene /cds«(75,1208) /gb=«Z14000 /gi 
AF035531:Homo s^^iens syntaxin 10 mRNA, complete cds /cds 
JO550O:Humaiibeta-spectrin (SPTB) mRNA, complete cds /c 
ABOl 1 1 14:Homo sapims mRNA for KIAA0542 protein, comple 
AF038185:Homo sapiens clone 23700 mRNA sequence /cds=IJNKN 
X14640:Human mRNA for keratin 13 /cdsK42,1418) /gb=X1464 
M88468:Homo sapiens mevalonate kinase mRNA, complete cds 
D87463:Human mRNA for KIAA0273 gene, complete cds /cds=(4 
AF007876:Homo sapiens Na,K-ATPase beta 2 subiuiit gene, co 
AF054506:Homo sapiens erythroid K-Cl cotransporter splici 
AI763065nvi64h03.xl Homo salens cDNA, 3 end /clone^'IM 
F27891:HSPD16170 Homo sapiens cDNA /clone=s4000025D03 /gb 
X8G026:H.sapiens B-cam mRNA /cds=(6,1772) /gb^X80026 /g 
W26019:18b9 Homo sapiens cDNA /gb-W26019 /gi=1306304 /u 
K03195:Human (HepG2) glucose transporter gene mRNA, compl 
AF019369:untitled/cds=(89,826) /gb=AF019369 /gi-2623563 
AB018306:Homo sapiens mRNA for KIAA0763 protein, comple 
AF089816:Homo sapiens RGS-GAIP interacting protein GIPC m 
M8375 1 :Human arginine-rich protein (ARP) gene, complete c 
X53742:H.sapiens mRNA for fibulin-^l B /cds=(10,1815) /gb= 
D841 lOiHomo ss^iens mRNA for RBP-MS/type 4, complete cds 
Z22865:H.sapi6ns dermatopontin mRNA, complete CDS /cds='(l 
AA426364:zv61b06.sl Homo sapiens cDNA, 3 end /clone— IM 
W27081:22g5 Homo sapiens cDNA /gb=W27081 /gi=1306660/u 
W25985:17e6 Homo sapiens cDNA /gb=W25985 /gi=1306252 /u 
AI377866:te63h04.xl Homo sapiens cDNA, 3 end /clone=IMAG 
AI345337:tb81gl l.xl Homo sapiens cDNA, 3 end /clone=IMAG 
M81830:Human somatostatin receptor isoform 2 (SSTR2) gene 
Y13835:Homo sapiens mRNA for famesylated-proteins conver 
H94881:yu57fD7.sl Homo sapiens cDNA, 3 end /clone=IMAGE- 
ABOl 1 171:Homo sapiens mRNA for KIAA0599 protein, partial 
AA885106:am31h01.sl Homo sapiens cDNA, 3 end/done^IMAG 
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41361_at Cluster Incl. W28148:43e Homo sapiens cDNA /gb=W28148 /gf=1308159 /ug« 

41793_at Cluster lucL AI288757:qml IhOLxl Homo sapiens cDNA, 3 end /clone=IMAG 

41825_at , Cluster Incl. W26652:34c6 Homo sapiens cDNA /gb=W26652 /gi=1307495 /ug= 
32560_s_at Cluster Incl. W30959:zc65hl0.rl Homo sapiens cDNA, 5 end /olone=IMAG 
5 1552_i_at U22028 /FEATURE=expanded_cds /DEFINmON=HSU22028 Human 

cytochrome P45 

1517_at J02906 /FEATURE=mRNA /DEFINIHON^HUMCYPIEF Human cytochrome P450IIF1 
pro 

1419_g_at D29675 /FEATURE=exon /DEFINinON=HUMNOSB Human inducible nitric 
10 oxide 

1339_s_at X14675 /FEATtIRE=cds /DEFIlSiniON=HSBCR3C Human bcr-abl mRNA 5 

firagment 

1289_at L02321 /FEATURE= /DEFINmON=HUMGSTM5 Human glutathione S-transferase (G 
1259_at L76568 /FEATURE=exons#13-14 /DEFINITION=HUMERCC4G Homo sapiens excision 
15 11 77_at Dna-Binding Protein Ap-2, Alt Splice 3 

1 155_at J03069 /FEATURE=mKIS[A /DEFINmON==HUMMYCL2A Human MYCL2 gene, 
complete cd 

1 122_f.at K03183 /FEATURE=cds /DEFINrnON=HUMCGBBA3 Human chorionic 

gonadotropin 

20 1032jat Ul 1872 /FEATURE=^ /DEFINinON=HSUl 1872 Human interleukin-8 receptor type 
730jr_atMucin 3, Intestinal 
73 l_f_atMucm 3, Intestinal 
732__f_atMucm 3, Intestmal 

420_at X65633 /FEATURE-cds /DEFINrnON=HSACTHR H.sapiens ACTH-R gene for adrenoc 
25 240_at M6423 1 /FEATURE^=mRNA /DEFINITION=HUMSPERS YN Human spermidine synthase 
gen 

121_at X69699yFEATURE=/DEFrNmON=HSPAX8AH.sapiensPax8mRNA 



METAGENE495: 



30 



35 



ans = 

31514_at 

33085_at 

36372_at 

36798_g_at 

37148_at 

40327_at 

40668_s_at 

40712 at 



Cluster Incl. 
Cluster IncL 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster Incl. 
Cluster IncL 



AF034970:Homo sapiens docking protein (DOK-2) mRNA, compl 
U64863:HumanhPD-l (hPD-1) mRNA, complete cds /cdsK68,93 
U51333:Human hexokinase III (HK3) mRNA, complete cds /cds 
J04168:Human leukosialin mRNA, complete cds /cds=(95,12 
AF025533:Homo sapiens leucocyte immunoglobulin-like recep 
U570S2:Human Hoxb-13 mRNA, complete cds /cds=(54,908) /gb 
U34624:Human T cell surface glycoprotein CD-6 mRNA, com 
D26579:Homo salens mRNA for transmembrane protein, compl 
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10 



15 



41718^at 


Cluster Bicl. 


34293_ 


,at 


Cluster Incl. 


36008_ 


.at 


Cluster Incl. 


36052_ 


.at 


Cluster Incl. 


37238^ 




Cluster Incl. 


39778^ 


.at 


Cluster Incl. 


41764_ 


.at 


Cluster Incl. 


33374_ 


.at 


Cluster Incl. 


33393, 


_at 


Cluster IncL 


36195_ 


.at 


Cluster Incl. 


39845 


at 


Cluster Incl. 



1983_at X68452 /FEATURE-Hsds /DEFINITION-HSCyCD2 H.sapiens mRNA for cyclin D2 
1445 jat AF014958 /FEATURE^ /DEFINmON=AF0 14958 Homo salens chemokine receptor 
703_at Inimimoglobulin Heavy Chain, Vdjrc Regions 

608_at M12529 /FEATURE=niKNA /DEFINmON=HlJMAPOE Human apolipoprotein E mRNA, 
com 



( 
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Table 10: 491 metagenes constructed (as described) in analysis of Duke breast cancer 
data with respect to ER status. This file lists Ihe metagenes in order of 
nonlinear (tree model) association with ER status (top down). 

5 Metagene 347 

d50840_l 048- 1474,mnia_for_ceramide_glucosyltransferase,_complete_cds_ 
hg3 125-ht330 l_s_atjig3 125.ht3301_estrogenjreceptor_ 
I40401mnm_572-992,(clonej5apl28)_nmia,_3'_end_ofjcds_ 
10 ml4745_5435'-5981,bcl-2_mina 
s68805_1972-2305,> 

arginine:gIyciiie_an3idinotransferase_Piuman,Jddney_carc 

u2193 linma_965-1373,fructose-l,6~biphosphatasej(£bpl)_gene_ 

u22376exon#20_757-1256,_c-'myb_gene_extracted_fix3m(c- 
1 5 myb) _gene,_complete_j)rimary__cds,_and_five_comple 

u4 1 060__293 6-34 1 6,breast_cancer,_estrogen_rejgulated_liv- l_protein_(liv- 1 )_mma,jpartial_cds_ 

u67963^590- 1 148,lysophospholipase_homolog_(hu-k5)jtnnia,_complete_cds_ 

u7266 1_650- 1 1 96,ninjurinl jiimia,_complete_cds- 

u79293_1221.1749,clone_23948_mnia_sequence_ 
20 u82987__l 140- 16 14,bcl-2 Jbindingjcomponent(bbc3)_mrna,__partial_cds 

u961 13_1463-2003^edd-4-like_ubiquitin- 

proteinJKgase_wwpI_mnia,_partialjcds/gb==ai96113_/nt^ 

all_x03 635_58 85-6402,mnia for_oestrogen_receptor_ 

x55037mma_863-l 448,gata-3__nuiia 
25 x58072mma_1793-2309,hgata3_ 

_ii)ma_for_trans-acting_t-cell_specific_traiiscription_fe^ 
all_x83425_1831-2390,lu_gene_for_Jutheranj5lood_group_glycoprotein_ 

Metagene 283 

30 d26070nuna_8922-9492,nnma_forjypeinositol_l,4,5-trisphosphate_rec^ 

108044_8-358,intestindjrefoil_factor_inma,_complete_cds 

138608_1950-2478,cd6Jigand_(alcam)_nuna,_complete_cds 

ml2174_28-493,ras-related_rho_rmim_(clone_6),_j)artial_cd8 

m23263_3498-3648,androgen_receptor_nmia,_complete_cds 
35 in3 1 627_1 191-1 725,x_box_binding__protein- l_(xbp- 1 ) jtnma,_completejcds 

s37730cds_625-916:in_reversesequence,_496-635,_insulin-likejgrowth_facto 

2 Jhumatt,_ 

u09770_61-391,cysteine-rich_heartjpix)tein_(hcrhp)_mrna,_coinplete_cds_ 
u39840_2313-2823^epatocytejQuclear_factor-3_aIphaJhnf-3_alpha)_mrna,_CQm 
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u52522_1047-1581,arfeptmJi,jputativejaiTg;etjrotein_o^^ 
ribosylatioii_factor,jQima,_completejcds 

u9483 1_1 555- 1933 ,multispaiining_membrane jrotemjmnm,_comp 1 /n1ype=nia 

alLx06614J2300-2889,mma_for_receptor_of_retinoic_acid 
5 xl2876mma_144-670,inraa_fegment_for_cytokeratin_l 8 

x52003cds_63-2 13 :in/eversesequence,_289-445,ps2_protem__£ene 
x53002cds_2(H9-2356:injreversesequence,JZ724-2849,mma_for_to^ 
alljs:76180_2760-3 1 15,mnm_for_limg_amiloridejsemitive_na+jcli^^ 
alljzl 1793_1553-2001,mma_for_selenoprotein_j) 

10 

Metagene 402 

dl2686_4468-4909,iiima_for_ei3kaiyotic_initiation_factorg 

dl3636_301 l-3539,mma__for_kiaa001 l_gene,_complete_cds 
15 d29958jU6-962,nmia_forJkiaa01 16_^ene, j>artial_cds_ 

d42054_2354-2828,mma_for_kiaa0092_jgene,_complete_cds 

d82345_S6-578,mraa_forjnbjthymosinJ>eta,_complete_c^ 

d83783_6249-6579,iiimajforjdaa0192jgene,_partial__cds__ 

hgl078-htl078_atjigl078-htl078jainm--likej)n)tem 
20 hgl614-htl614jatJigl614-htl614_pK>teinjphosphatase_l,_^ 

hgl733-htl748_at_hgl733-htl748jnaoloneyjaaiurine_sarcoma_^ 

hg3432-ht3621_atJbg3432-li0621_fibroblast_gn)wfli_fe^^ 

hg4073-ht4343_at_hg4073-ht4343_cytosolic_acetoace1yl-coenzyme_^^ 

hg4155~ht4425_s_at_hg4155-ht4425_zinc_fmger_protemJb^ 
25 Iig4542-lit4947_at_hg4542-ht4947_ribosomal_proteinjl0_ 

j05272_23 1 l-2809,imp_deliydrogenase_typeinma_complete_cds 

k02574iimm_817-1363,piirine_nucleosidejphosphorylase_^ 

107592_2760-3228,peroxisomejproliferator_activated_receptor_jm^^ 

111 285_957-l 509, Jiomosapieiis_erk_activatorjdnase_{mek2)_mr^ 
30 126339J^094-4580,autoantigen_lIlma,_complete_cds 

B5854inma_3-754ystrophin_(dpl40)_inma,_5'_^ 

138487nmia_1623-2U5,estrogen_receptor-related_proteinj^ 

ml3955mma_904~1450,mesofheKal_keratm_k7_(typeJi)jt^ 

m30938imBa#2_2781-3261,ku_(p70/p80)_subunit_mma,_complete^^ 
35 m33518exon_5570-5900:ia_reversesequence,_6168-6198^a-b- 

associated_transcript(bat2)_gene,_5*_flaiik 

in33764cds_1158-1350:injreversesequence,J7989- 

8235,oniithme_decarboxylase_gene,_complete_cds 

m35198_2073-2589,integrin_b-6_inraa,_complete_cds_ 
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in80244_3401-3869,el6jmma,_completejDds 

m83651_1947-2451,beta-l,4jti-ace1ylgalactosaininyltramf^^ 

u09578J2012-2456,mapk^Jcmase_(3pk)_iiuna^ 

ii23143cds_1258-1426:in_reversesequence,_3604- 
5 3844;tnitochondrial serine hydroxymethyltransferase gene 

u338 1 8_1 889-235 l,mduciblejpoly(a)-bmdmg_j)rotein_mma,_complete_cds 

ii50939_l 224- 1 662,amyloid_j>recursor_protein-binding^roteinmma,_complete_^ 

u68105innia_2540-2765,poly(a)-bindmgjprotemj(pabp)_gene,_prom 

u78525_2480-2942,eukaiyotic_translation_mitiation_factor_(eif3)_^^ 
10 tt79254_693-l 1 13,clone_23693_jmna_sequence 

u82613_l 63-685,dna-bmding jrotein_abp/20iMrnajL_complete_^ 

alLxl5414_844-1349,mma_for_aIdosejreductasej(ec_l .1.1 .2)_ 

x52882cds_1171-1639:mjreversesequeacc,_1672-1732>complexjpolypq^ 

x604 8 9mma_3 81-915 ,mma_for_elongation_factor- 1 -beta_ 
15 all_x67698_228-709,tissue_specific_mma 

aILx74570_l 140-171 l;»mma_for_gal-beta(l-3/l-4)glcnacjalpha-2.3-sialylt™ 

z25749inraa_98-608,gene_for_ribosomaljprotein__s7_ 

z349 1 8cds_l 559-205 1 ,mmaJfor jtranslation_initiationJfector jBif-4gammaj(p 
20 Metagene301 

113698J2227-2791,gasl _gene,_complete_cds_ 

124203_2423-'2891,ataxia-telaagiectasia _group_d-associated_pn)teinjtnina,_completejcds 
ml8533mma_13566-139264ystrophm_(dmd)_mma,_complete_cds 
25 m24485cds_109-604:m_reversesequence,_3966Xclonejphgst-pi)__jglutat^ 
transferase jpi_(gstp 1 )_gen 

all_m98539_46-209:not_mgb_record,prostaglandin_d2_synthase_gene_ 
u03057_2172-2724,actm bxmdlmgjrotem_(hsn)jmraa,_coraplete_cds_ 
u33849_2850-33664ymphomajproprotein_convertase_(lpc)_nirna,_co 
30 u45955_834-1362^euronal_nienibrane_^lycoproteinjcn6b_ii^^ 

alLx66534_2622-2953,soluble _j;uanylate_cyclase_large_subunitjtnina 

alljK87212_1273-1772,mrna_for_cathepsm_c 

x9638 linnia_35 1 8-4028,enn_gene,_exon__2,3,4,5_(andJoined_cds) 

35 Metagene 54 

1272 1 3cds_248 1 -2749:in_reversesequence,_28 15- 

3030,anion_exchange_j)roteiujairna,_complete_cds 

m29874_2457-2977,cytochromej450-iib_(hiibl)_mma,_completejcds 
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z36714inma_3697-4135,iiima„for_cyclin_fl 
Metagene 362 

5 s74445_152-662,cellular_retinoic_acid-bindmg_protem_|>i^ 

u84487_2776-32385cx3c_chemokinejreciiraor,_iiima,_alteraativel^^ 
x82554mraa_l 03-57 1 ,sphar_gene_for_cyclin-related_protem 

Metagene 111 

10 

dl4694_2143-2455,mma_forjdaa0024jgene,__complete_cds 
d21261_957-1305,iima_forjdaa0120jgene,_complet^^^ 
d25328_2086-25365mniajror_platelet-^pejhosphofiiictokinase^ 
d26599_167-707,niraa_forjproteasome_subunit_hsc7-i,_compte^ 

15 d26600_354-822,mrm_forjpix)teasome_subiimt_hsn3,_complet^^ 
63 1 890_1 375- 1909,mma_for_kiaa0070_gene, jpartial_cds_ 
d38521_5541-5997,mma_forjdaa0077_gene,_partial_cds_ 
d38550_3195-3735,mraa_forjdaa0075_gene,jpartial_cds_ 
d38583_109-475,iimm_for_cdgizzai±ti,_complete_cds 

20 d43642tiimaJ759-1215,yl-ljDarna_fbrjyl-l_prote^^ 
bmdmfi^ability),__coinplete_ 

d49489_1267-1759,mnia_for_pfotein_disulfide_isomei^ 
d50916_5465-5999,mma_for_Maa0126_gene,_complete_cds 
d80009__3652-4048,mma_forjdaa0 1 87_gene,__complete_cds 

25 d80012_2697-3237,inma_forjdaa0190^ene,_partial__cds_ 
d86978_5648-6086,mrna__for_ldaa0225_gene,jpaitial_cds_ 
d87953_2449-2935,mma_for_rtp,__complete_cds 
hg2259-ht2348_s_at_hg2259-ht2348_tubulm,_alpha_l,Jsofor^^ 
hg3494-ht3688_atJig3494-h13688_nuclear_fector_nf-il6_ 

30 hg4541-ht4946_s_atjhg454 l-ht4946 Jransfoimation-relate^^ 
j03827_970-1438,jyj)ox_bmdingjix)tem-l_(yb-l)_mma 
108246_3333-3819,myeloid_ceU_differen1iation_piotemJm 
11713 Imma#l_l 646-2 1 984iighjtnobility_group jrotem_(limg-i(y))_gene_^^ 
11 987 1_1 3 6 1 - 1 793,activatingJranscription_factor(atB)_mraa,_complete_cd8_ 

35 120298_2250-2790,tTanscription_factorJcbfb)jtnma,^^ 

139059nirna_3327-3831,traiiscription_factor_sll_inma,_complete_^ 
177886_5390-5696,proteinjyrosinejphosphatase_nm]ia,_complete_cd^ 
ml4328mnia_l 144- 1 7(W,alplm_enolasejtnnia,_coinplete_cds 
m23254_2672-3164,ca2-activated_neutrdjpix)tease_large_subunit_(c^ 
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m31303mim_933-1407,oncopn)tem(opl8)jgene,_completejcds 
m37721_3297-3705,pi^tidylglycine_alplm-amidatmg^monooxygen^^ 
m69066_3272-3824,moesinjmma,_coinpletejcd^^ 
m83088_1722-2271,phosphoglucomutase(pgml)_mma^complete_^ 
5 u24105j4121-4355,coatomerjrotein_(tepcop)_imna,_^ 

ii26173_1295-1775,b2ipjprotem_nf-il3a_(iBbpl)_mma,_complete_cds 

Ii28368_841-1249,id-relatedjielix4oop-helixjprotem_id4_ii^ 

u46692inma_84-4805cystatinjb_^ene,l_completejcds_ 

u5 1 71 l_at_u5 1 7 1 l_u5 1711 ,not Jnjgb_recor4desmocollm-2_mma,_3'_utr_ 

10 U58334 3933-4485,bcl2,jp53J>mdingjprotemJbbp/53bp2_{bbp/53bp2)^ 
u9065 1_1 122-1576,einbiyonic_ectodenn_developmentjprotem_hom^^^ 
alljv00572_1364-173 1 ,nmia_encoding_phosphoglyceratejkinase_ 
all_x07834__5 15-1026,imxia_for_manganese_superoxide_dismutase_(ec_l , 15. 1 .1) 
x53416cds_7595-7889:in_reversesequence,_8097-83195»mma_for_actin- 

15 bindingjprotein_(filamin)_(abp-280) 

all_x5494 1_1 94-687,ckshs l_nima_for_cks 1 jprotein^homologue 
all_x54942_3 1 -572,ckshs2 jimxia_for_cks 1 jprotem_hoinologue_ 
aU_x76534_2145-2614,imib_mnia 

x8601 8cds_l 630-1 822:iiijreversesequeiice,_l 834-2062,mnia__for_mufl_ptotem 

20 

Metagene431 

y08374mma#l_1414-1882,_gp- 

39_cartilagejpn)tem_gene_extiacted_fi'omgene_encoding^c^^ _gp-39_pro 

25 

Metagene 157 

afl308445_895-1387,phospholipid_scramblasejMna,_complete_cds/gb^ 
d29640_5767-6325,mrna_for_kiaa005 1 jgene,_complete_cds 

30 j04088jt377-4587,dnaj:opoisomeraseji_(top2)_xnnia,jco 

11 1239exon_358-802,bomeobox_j)rotemjChox)_gene,_3'__end 
132179iiima_1028-1556,atylacetaimde_deacetylasejnma,_compte^^ 
m2 1 55 limna_158-590,neiux)medmjb_mma,_complete_cds 
m24069iimia_1401-1543,dna-bmdmgjprotem_a_(dbpa)_geTC 

35 ni263 1 l_27-504,cystic_fibrosisjantigen_ninia5_complete_cds, 

aU_m36200_67-428:m_m36200cds_194-339,synaptobrevm(sybl)_gene 
m36634_1340-1450,vasoactive_intestinaljeptide_(vip)_inma,_complete_^ 
all_x0474 1_4 1 3-924,mma_forj>rotem_gene_product_(pgp)^^ 
y09267„1148-1664,mraa_for_flavin-contaiiimg_monooxyg 
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Metagene 352 

ac000115cds#l_546-684:in_reversesequence,_35138- 
5 35366,_wugsc:h_gsl88pl8.1a _gene_extracted_firombac_cl 
63 1 887__4050-45 1 2,mma_for_kiaa0062_gene,_partial_cds_ 
d79992_6597-6897,mina_for_kiaa0170__gene,_complete_cds 
d79994ji227-4749,!imia_forJkiaa0172__gene,jpartiaLcds^ 
, 106419_2544-3066JysyMiydK)xylase_(plod)_iiima,_complete_^^^ 
10 113391exoi^5J265-808JieIix4oop-helixJ)asicjhosphoprotem^ 
119493exon_193 l-2064,finrl_gene,_3'_end_ 
ml 13 13inma_3966-4522,alpha-2-mac]X)globulm_inni^ 
m86699_3355-3787JkinasejCtdc)_mnia,jcoi^ 

s561 5 1_672- 1 1 86,_lmifg==miIk_fat_^lobulej)rotem_|Thim 270_ntL 
15 s69231_1444-1981,_^ap2==tyrosinase-related-protem-2J^ 
19,jtnraa,_ 

u079 1 9_2973-3399,aldehyde_dehydrogenasemma,_complete_cds_ 
u20391nima#lJ720-1080,folate_receptor_(fokl)_jene,jDomplet^^^ 
u26727_5 12-938,pl6iiik4/intsl_mma,__complete_cds_ 
20 ti38847j4574-5000,tar_ma_loopJainding_j)TOtein_(^ 

u585 1 6_1 860-1 893,breast_epithelialjantigen_ba46_iiunaj^complete_^ 
u66075_2349-2793,timscription_factorjbgata-6jtnr^ 
u72621_2581-3 145 Jotl_nima,_complete_cds_ 

u783 1 3 963- 1 5 1 53myogemc_repressor_i-mf^(mdfi)_mma,_complete_cds 
25 u85 193_1 8 17-2399,nuclear_factor J-b2_(nfib2)_i3cmia,_complete^ 

all_x 1 6354 J2895-3400,mma_for_transmembrane_carcinoembiyonic_antigen_^ 
cea)_ 

all_x8 1420_1 150- 1 601 ,mma_for_hhkb 1 jrotein 
alLx8724 l_14353-14738,inma_forJbLfatJ)rotem_ 
30 all_y079G9_2383-2774,inimJforjprogression_assocm^^ 

z75 1 90cds_1747-2070:injreversesequence,_2087-2276,iiima_f^^ 

Metagene 131 

35 112723_1781-2360,heat_shockjrotemJ70_(hsp70)_nuTia,jcomplete_c^ 
114922_4053*43955dna-bindiiig_protem_(po-ga)_mnia,_complete_cds_ 
138932inma_1076-1466,gtl97_partial_orf_imna,_3'_end_of_cds 
m27891exon_13-58:in_reversesequence,_145-370:not_in_gb_record,cystatin_c^^ 
mS 1 057_749- 1 223 ,pracarboxypeptidaseJb_mrna,_complete_cds_ 
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S69272J&53' 

1403,_cytoplasnuc_antiproteinase=38j£da_iata 
ul4603j937-1483,protein-tyrosine_phosphatase_(hu"i^l)_nima,j^ 
u46689__33 1 7-3 8 63^icrosomaLaldehyde__dehydrogenase_(aldl O)_inina,_completje_cds 
5 u84388__905~ 1 055 ,death_doniain_contaming_protem_cmdd jtimia,_complet^^ 
aU_x65724_1307-1746,dna_for_orfl_and_orf2_from_chromosome_x_ 
x84002cdsJ210-456:mjreversesequence,J706-862,tafii20jrimia_for^^ 
zl9585cdsJ2522-2858:injceversesequence,_2909-2939,nirn^^ 

z49878cds_367-565:inj«versesequence,_734-968,mim_f^^ _guamdinoacetate_n-methyltraiisfera8e_ 
1 0 z847 1 8iiinia#l_424-982,dna_sequenceJBnomJbac_322bl_on_chro 1 .2- 

qterjcontains jgsttl,_gstt2^1 

Metagene 368 

15 d87447_57 1 2-625 8,Tnma_forkiaa0258_gene,_complete_cds 

allJ03589_2962-3443,ubiquitin-like_pmtein_(gdx)_gene,complete_cds^ 
1 1 8960_679- 1 1 77,protein_synthesis_factor_{eif-4c) jDnma,_com 

m60784inma_595-950:injrefversesequence,_70 1 -886,ul_smiip-specific_proteinja^ene_ 

m68864_598-1078,oif_mma,_complete_cds_ 
20 m74002_2243-268 1 ,aiginme-rich_nuclear jproteinj3mia,jc^ 

u095 1 0_1 878-2425,glycyl-tma_synthetase_mrna,_complete_cds_ 

ul2387_1468-1722,thiopuiinejmethyltraiisfemsej(4>^ 

u33821_1229-1661,taxl-bmdmgjrotemjxbpl51joim 

u41 163exon#9_36-266:injreversesequence,_2625- 
25 2862:notjn^b_record,creatme_transporter__(slc6al0)_ge 

115211 lmma#4_1182- 

167 1 pcq28_genomicjdna_m_tbe_regibn_of_the_^^ 
u59309_1200- 

1 710,fuma]:ase_preciu^or_(£h)jmma,_n^ 
30 ii90716_1825-2299,cell_siirface_j>roteinjhcar_m 
alljx51521_2653-3026,mma_forj5zrin 

x87237cd8_2133-2487:injceversesequence,_2661-2787,xiinia_for^ 
all_x98296_7705~8096,mma_for_ubiquitin_hydrolase 
z49099imxia_101 l-1521,inma_for_spennine_synthase 

35 

Metagene 198 

<^7965„913-1393,imna_for_pdgf_receptor_beta-like_tum 
d42047_3472-3970,mnia_forJkiaa0089^ene,jpartiaL^ 
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d78 1 34 J727- 1 261 ,nmMi_for_jglycme-richjcnaJbmding jro 
d87434ji737-5295,iimm_forjdaa0247jgene,jcomple^^ 

hg223 8-ht232 1 js__at Jig223 8-ht232 l_nuclear jtnitotic_apparatus jprotein_l , jaltsplice_fonn_2_ 
hg28 1 5-ht293 l_atjig28 1 5-ht293 l_myosm, Jight_cham,jalkali, jsmooth_muscle,_^^ 
5 muscle,_altsplice_2_ 

hg28 1 5-ht4023_s_atJig28 1 5- 

ht4023_myosin,_light_chain,_alkali,_smoothjtnuscle,_smooA^ 
hg4679-ht5 104_atjig4679-ht5 104_joncogene jret/ptc,_fusionjactivated 
hg651-ht4201_atjig65 l-ht4201_adducm,_alpha_subuiiit^ 
10 12756Qmrna_986-1262Jnsulin-like growth factor binding protein(igfbp5) mma 
l78132J3279-3789,pix)state_carcinoma_timior_antigen_(pcta-l)_nu^ 
ml4648_5128- 

5692,cell_adhesionjix)tein_(vitronectm)_receptor_alpha_subiimt_nm 
ml6447_997-1489,dihydropteridine_reductase_(hdhpr)_nuTia,_compIete_^ 
15 m60483mma_1636-2107>jproteinjphosphatase-2a_caialyticj5ubi^ 
aIpha_gene_extracted_firomprotemj)hos 

ul 2778_2243-262 1 ,acyl-coa_dehydrogenase_nima,_complete jcds_ 
u20362_2270-2792,tg737_mma,_complete_cds 
u37690_31-355,majolymerase_ii_subumt_(hsipblO)_inn^ 
20 u40282_1205-1706^t!egrin-linkedjdnase_(ilk)_^^ 

x59834nima_2120-2690^aiTanged_innia_for_glutamine^ 

x62654imna_314-788,_me491_gene_extracted_fix>mgene_for_me^^ 

x69908oima_151- 

72 1 , jp2__gene_forc_subumt_oOnitochon(kial_a^p jsynt^^ 
25 all__x75861_1977-2566,tegt_gene__ 

y00097cds_l 757- 1 982: in_reversesequence,_2 1 14-2324,mma__for_protein_j>68 
all_z47087_1065-1438,inma_forjrna_j)olymei:ase_ii_elongationjrac^ 

Metagene 409 

30 

d50683_5296-5680,mnia_for_tgf-betaiir_alpha,_complete_cds 
dS92S3 306-618.mma for ncbp interacting proteia 1. complete cds 
d79990_5065-5383,niina_for_kiaa0168_^ene,_complete_cds 
d8 696 1_3 678-4 1 88,mma_for_kiaa0206^ene, jparti al_cds_ 
35 d87465_4793-5243,mma_for_kiaa0275_^ene,_complete_cds 

j04 1 62mnia_l 406- 1 940,leukocyte_igg_receptor_(fc-gamma-r)_mrna,_complete_cds 
ml4636J2317-2665,liver_glycogen_j)hosphorylase_ninia,_coinplete_cds_ 
m3n53exonJ34-232:injreversesequence,_280'484:not_in_gb_record,steroid_17-a^^ 
hydtoxylase_geae__ 
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m59465_3867-4341,tumorjaecrosi8_fector_dpha_inducible^ 

m59964_8 1 6-1380,stem_ceUJ&ctorjimia,_complete_cds 

m59979_2 1 09-25 1 1 4>rostaglaadin_end(^ix)xide_synthasejanma, jcomplete^ 

m77016_2106-2622,tix)pomodulin_mma,_complete_cds_ 
5 s50223_197-773,Jikr-tl=kmppel-likejzanc_fingerjprotem^ 

s72869_2415-2955,_h4(dl0sl70)==putative_cytoskeletaljroteinj>ijmra^ 

u09284_693- 1 173,pmch_protein_mma,_completejDds_ 

ull732_997-1531,ets4ikejgene_(tel)_nma,_completejcds_ 

ul7760inma_3684-41584amiiun_sjb3_cham_(lamb3)_ge^^ 
10 u28014_1086-1233,cysteine_protease_(icerel-ii)jnMna,_comple^^ 

u32849_867-1383,hou_nirna,_complete_cds_ 

u37359_1964-2414,mrel l_homologJimrel l_nima,_complete__cds_ 

u60800_3638-4010,semaphorm_(cdl00)jamia,jcomplete_cds_ 

u63824_1129-1645,transcription_factor_rtef-l_(rtefl)_nim 
15 u68135J7-204,scc- 

slc_mnm_expressed_in_metastatic and relatively_radioresislan 

u76638_1947-2505,brcal-associated_rmgdomainjprotein_(bardl)_nima,_com 

aU_x07109Ji732O303;mma_for_proteinJkinase_c_(p^ 

x54870mma_l 162-1702,innm_for_nkg2-d_geiie 
20 x65965exon#l-2_32-94,sod- 

2^ene for manganese superoxide dismutase/gb==x65965 /n1ype===dna_ /aimot=exon 

alLx66079_925-1400,spi-b_jctirna_ 

all_x66533 1884-2365 .soluble guanylate cyclase small subunit mma 
x69819cds_1122-1620:mjreversesequence,_1640-1700,icam-3__mma_ 
25 x99050mma_304 l-3461,_orf_gene_extracted_froinmma_for_63 Jkdajprotein 
z255 2 1 cds_526-884 :in_reversesequence,_l 068- 
1 1 79,integrmjassociated_proteinjmrna,_complete_cds,. 

Metagene 353 

30 

dl 4520_71 8- 1258,nima for gc-box binding protein bteb2> complete cds 

d90097cds_983-1499,amy2b_^ene_for_alpha-amylase 

133798_5571-6129,dihydjt>pyridine-sensitiveJ-type_calciumjchannel^ 

l_subimit_(cacnll a3) jmma,_c 
35 ml2959_1035-1486,t-cell_j:eceptor_active_alpha-chain_mma_fi'om Jm_cell_line,_complete_cds„ 
m 1 6750_1 699-22 1 0,pim- l_oncogene jmma,_complete_cds_ 

m32334cds_461-737:inj:eversesequence,_186-348,intercellular_adhesion_molecule(ic 

m37766_475-955^em-102 jglycoprotein_mma,_complete_cds__ 

m8 1 695_405 l-45974eukocyte_adhesionjglycoprotein_p 1 50,95 jmnia,_complete_cds 
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u48959_5397-5793,myosin_lightjchain_kinase_(iii^^ 
u82979 J785- 1 37 1 ,immunoglobulm-like JniiK 
u91903_1323-1815,tttzjmma,__complete_cds 
alLx00437_966-1143,mma_for_t-ceU_specific_j)rotein_ 
5 x02910exon#4_604-l 132,gene_for_tiunorjtiecrosis_factor_(tnf-alpha)_ 
alLx63629_2582-3 126,nima_for_p_cadherm_ 
alLx74039_805-1058,mma_for_urokmase_j)lasminog 

aUjx76383_376-821,inma_forJbie3(alphaL 
z35278imimJ3328-3760,pebp2acl_acutejaayeloidJ[eukae^^ 

10 

Metagene 379 

d85425 J75 8-1328 ,mma JforJransactivator_hsm-- 1 ,_complete_cds 

d86977_3721-4141,iimia_for_kiaa0224_gene,_complete_cds 
15 alLd88422J230-483:m_d88422cds_13-188,dna_for_cystatin_^^ 

hg2743-ht2845_atJig2743-ht2845_caldesmon_l,_altsplice_3,_non-nmscle 

hg2743-ht2846_sjatJhg2743-ht2846_caldesmon_l,_altsplice_4,jaon-mm^^ 

hg4068-ht4338_atjig4068-ht4338jphosphoprotein_tal2_ 

122524cdsj»62-734:injreveraesequence,_46«197,matiilysin_^e 
20 aUjml3792_34370- 

35897:m_ml3792cds_?95:not_m _gbj:ecord,adenosmejdeammase_(ada)_gene,_comple^^^ 

ml6038_1817-2255,lya_minajencodmgL.aJyn)sineJ^ 

m3 62 84mma_3 1 5-852,glycopliorin_c_mma,_complete_cds 

aU_m37485_1008-1230,Jgh@_^ene_(igjdxp_heavy-chaiii ^ene)jBxtracted_froimg^ennlmeJi- 
25 chain_d-region 

m77349_2 1 02-2642,traiisfoiining_growth_factor- 

beta_induced_genejroduct_(bigli3)_mma,_complete_cds_ 

aU_m83216_3388-3584,aorta_caldesmon_iiima,_complete_cds 

u03688j4501-5047,dioxm-induciblejcytochromejp450_(cyplbl)_n^ 
30 u043 1 3_1983-2523^aspin_inma, j3ompIetejcds_ 

ul7077_1716-2190,bene_mma,_partial_cds 

Ti20240_448-898 ,c/ebp_gaimna_nmia,_complete_cds 

u27 1 85 J263-79 1 ,iar-i«spomive_(tigl )_mnia,_complete_cds 

u31201mma_4592- 
35 51 06,laminin_gainma2_cham_gene_(lamc2),laminm_gan^ 

u75968_3641-4139,clone_c3_chlljroteinJchlrl)jmma,_alt^^ 

u90905jt52-992,clone_23574_jnnia_sequence_ 

u90908_1268-1784,clonesJ23549jand_23762_xnma,_complete_c^^ 
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alLx0401 l_3678-4255,mnia_ofx- 

cgd_gene_involved_in_.chronic _granuloiiiatousjdisease_located_on_chromos 
xO4470cds_24-374:injreversesequence,_408- 
495,inma_for_antileukoprotease_(alp)_fi*om_cervix_uterus 
5 all_x 1 6662_1 399- 191 6,mma_for_vascular_anticoagulant-beta_(vac-beta)__ 
alljc56692_l 122-1585,mma_for_c-reactive_j)rotein_ 
x95325mnm_783-1250,mnia_for_dnaj>indm 

Metagene 303 

10 

d43682_l 584-2 1 15,mma_for_veiy4ong-chain_acyl-^oa 

j05633_2714-3008,mtegrinjbeta-5_subumt_mnia,^^ 

1076 1 5inma_2289-2727^eiu-opeptide_y_receptc*r_jrl_(npyy 1)^^ 

feb_and__complete_cds/gb=1076 1 5_ 
15 107807_26G0-3 147,dynamin_inrna,_altemative_exons_and_complete_cds 

12784 l_6012-6498,autoantigen_j)ericentriol_material(pcm- l)_mma,_complete_cds 

ml5 1 82ninia_l 686-2 1 06,beta-glucuroiiidase_mma,__complete_cds_ 

ml9309ninm_382-939,slow_skeletaLmuscle_tropoiii^^ 

ni29877inrQa_1434*1932,aIpha-l-fiicosidase,_.complete_cds 
20 m36205cds_73-3 19:ia_reversesequence,_26-56:not_in_gbjrecord,syi^ 

m62403_1343-19249insulm-like growth factor binding protem(igfbp4) mma, complete cds 

m747 1 5_1 574-2080,alpha-l-iduromdas_(idua)_mma,__complete_cds 

m978 1 5exon#3_2 1 -405,retinoic_acid-bindingjn>tein_ii__(ciabp-ii)_gene_ 

s80437_1601- 

25 2 1 85,_fatty_acid_synthase_{3*_region}_[hxman,breastjandJiepg2jceUs,_nm 
s8 1 9 1 4_760- 1 1 80,_iex- 1 =Tadiation-inducible_immediate- 
early _geneJhimiaQ,_j)lacente,j3Cimajpartial,_1223 

u26726_l 548- 1 842, 1 1 -beta-hydroxystexoid_dehydrogenase_typeixmia,_,completejcds 

u28369„2474-2894,semaphorinjsr_imna,jDomplete_cds_ 
30 u49278 . 2752-3262,putative dna-bindingjprotein mma,_partial cds 

u53225_1409-1949,sorting_nexin(snxl)_mma,_complete_cds_ 

all_u57316_1593-1996,gcn5_(hgcn5)jgene,_complete_cds_ 

u72066_2672-3212,ctbp_intemctingjrotein_ctip_(ctip)_inma,_complete_cds_ 

X 1 323 8cds_l 9- 1 99:in_reversesequence,_272-3 86,innia_for_cytochrome_c_oxidase_subumtjvic 
35 x54232nmia_3259-36434nma_for_heparan_sulfatejproteaglycan_(gly^ 

x57129cds_373~583:in_reversesequence,_1216-1366,hl.2jgene_for_histoneJil 

alljt82456_3287-3834,mln50jnma 

y00503cds_799-1165:in_reversesequence,_1221-1227,nima_forj^^ 
alljz68228_2878-3328,xnma_forjplakoglobiu 
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Metagene 176 

j04027_4061-4343,plasmajtnembrane_ca2+jpmnping_atpase_mm^^^ 
5 ml 1 1 19mma_722-101 l,endogenoiis_retrovims_envelopejregion„mmaj(pl^ 
u29656J247-751,dr-nm23_mnia,_complete_cds 
u4825 1_2308-265 1 :not_m_^b_reconi,protemJdnase_c-bindm 
u68019_1774-2218^adjproteinjiomolog_(hmad-3)jarai^^ 
u77604_l 3-493,iniciosoinal _glutatMonej5-traiisferase_(gst-u)_mma,_com 
10 u96922_2336-2822,inositol_j)olyphospliate_4-phospihatase_lype 
alphajnrmia,_complete_cds/gb=ni96922_/nt 

x70940cds_1130-1298:mjrevereesequence,_1591-1722,inma_for^^ 
x71973cds_200-530:in_reversesequence,_658-808,gpx- 
4_imiia_forjhosphoHpidJbLydroperoxide_^lutatliione_ 
15 y07827cdsJ785-972,innmJEbrjputb7,3_moleciilejof^^ 

Metagene 212 

d43968j6790-7222,amll_mnm_for_amllbjprotein_^ 
20 d50477_l 507-2066A3ama_for_membran©-type_matrix_m 
113286_2671-3205,mitochondrial_l,25-dihydroxyvitatt^^ 
jn68516mnia_1662- 

2 1 72, jpci_jgene_(plasminogen_activatorjnldbitor_3)_extj:^ 
u72649_2206-2584,btg2_(btg2)_jnnia,_coinplete_cds 
25 xl7059cds_522-840:in_reversesequence,_1331-1418,natl_gene_for_arylamme_^^ 
x81889cds_3255-3561:in_reversesequence,_3774-3786,inraa_for_p0071^ 

Metagene 221 

30 hgl763-htl780j5_atjbgl763-htl780jiolactin-inducedjprotem_ 
11 9778_1 871 -2207,histoiie_(h2a. lb)jmma^_complet)e_cds 
m35851cds_2287-2708:injreveisesequence,J200-266,androgenjrec^ 

Metagene 86 

35 

dl2485J2904-3444,mma_for_nucleotidejpyrophosphatase,_complete_cds_ 
d42123_655-1135,mnia_for_espl/crp2,_complete_cds_ 
d63479_5529-6079,mma_forjdaa0145_gene,_complete_cds 
ml6938_1154-1659,homeoj30x_c8_j)rotem,jtnnia,_compIete^ 
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in59815inma_5022-5424,complement_coinponent_c4a _gene_ 
m63 1 67_2039-2429,rac_j)roteinjdnasejalpha_inma,_^ 
u24266_2533-3 103,pyxroline-5- 

carboxylate_dehydrogenase_(p5cdh)jmma,_long_fom^complete^ 
5 u33 147_43-463,mai]amaaglobin_tnrna,_complete_cds_ 
u68 142_1 372- 1 900^gds-like(rgl2)_mma,_partial_cds 
u834 1 1_1 505-2039,carboxypeptidase_z__precursor,_mma,_complete_cds. 
u94592_1287-1809,uacouplmgjprotemjiomolog_(ucph)_ii^ 
alljc78706_l 878-2443,nmia_for_caniitme_acetyltransferase 

10 

Metagene 488 

reverse_ac002076_127531--127606,jwugsc:gs345dl3.2jgenejCg-proteinjgami^ 
l_subiiiiit)_extracted_frombac_ 
15 dl3637J2062-2566,mma_forkiaa0012_gene,_complete_cds 

d289 1 5cds_l 002- 1272:in_j*eversesequence,_l 14-1 86,gene_for__hepatitis_c- 
associated_microtubular_aggrega 

hg2705-ht2801_s_atjig2705-ht2801_serine/thr©onmejkinase_ 
lc02765_4466-4916,complement_component_c3jQuiia,jalpha_and^^ 
20 106175_1924-2482,p5-l_nmia,_completc_cds 

112535_1641-2151,isu-l/rsp-ljtnma,_complete_cds 
ml 1 147iiima_251-689,ferri1in_l_chamjatm 

m 1 3 699mnia_28 1 0-3278,ceruloplasmin_(fOTOxidase)_nmia,_complet^^ 
in3 08 1 8mraa_2384-2888,interferon- 

25 induced_cellular_resistance_mediatorjprotein_(inxb)_imiia,_compl^^ 

in33 1 95_1 3-457,fc-epsUon-receptor_j;ainma-cham_mma,_coinplete_cds_ 
m37435_3368-3914,macrophage-specific_colony-stimulatmg_factor_(csf-l)_mm 
m55542mma_2310-2802,guanylatej5inding_protem_isofom_i^^ 
m68874_2293-2779,phosphatidylcholme_2-acylhydrolase_(cpla2)jtn^ 

30 m8 1 750mma_l 132-1 645,myeloidjDelljttuclear jdififerentiation_antigea_mma,_co 
u52 1 0 1_61-45 1 ,ympjaMiia,_complete_cds_ 
alljx:02530__571-l 1 1 8,mrna_for^amma- 

interferoninducible_early_response_^ene_(with_homology_to_j)lat^^ 
all_x99886_601-2202:in_x99886cds_96-127,mq)-2_gene 
35 aU_z83735_344.8 17,hh3>^jgene 

Metagene 144 

ab006782_1392-1672,mma_for_galectm-9Jsofoim,jcomplete_cds/g^^ 
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d32129_920-1425,inma_for_hla-i_(hla-a26)_he»vy_^ 

aU_d49824_945-978JiIa-b_nuU_allele_mma,hla-b^ 

hg2915-ht3059_f_atJbg2915-hO059jmajorJiistocompatibiHty^ 

hg2917-ht3061_f_at_hg2917-ht3061_major_histocompatibility_c^ 
5 hg3597-ht3800_f_at_hg3597-ht3800_major_Wstocompatibaity_^ 

hg658-ht658_fjat_hg658-ht658jaaajor_Wstocompatibnity_comp^^^ 

j00105J24-520,beta-2_microglobulin__gene_inma,_3'_end_ 

j04080iniiia_2136-2604,complementjcomponentjclrj^ 

ml3690inma_1190-1739,plasma_jirDtease_(cl)_iiihibitor_i^^ 
10 ml4058_1982-2438,complement_clr_mina,_complete_cds_ 

m58286_1533-2054,tiimorjnecrosis_fector_recq)tor_iiii^ 

m63838_2097-2643,interfeixMi-gaiiima_mduced^ 

m64099_l 873-237 1 ,gainma-glutmyl jtranspeptidase-relatedjprotein^ 

m92357_3609-4131,b94_j)rotein_nima,_complete_cds_ 
15 m94880_f_atjm94880jm9488O,_4040Jn_in94880_515-1055,inhcJ_(Wa-a^ 

m97935_3412-3886,transcriptionfactor_isgf-3_mrna_sequeiice_ 

u49020innia#l_471i-5228,_ine£2a_gene__(myocyte- 

specific_enhancer_factor_2a,_c9_fonn)_extracted_frommy 

U70451J2097-. 
20 2607^yleoid_di£fe!:en1iationj>iimaiyjrespon^ 

alLx07696_1300-1685,inmaJfor_cytokeratin_15_ 

X 1 245 1 mma_974- 1496,imnm_for jro-catiiepsin_l_(majorjMccreted j 

x53587innm_5 160-5688,nima_for_mtegrmjbeta_4 

all_x82200_2236-2801,staf50_mma_ 
25 x83416exon_l 688-2160,prpjgene,__exonJ2 

all_zl9554_1243-1734,vimentin^ene_ 

Metagene 288 

30 107919_1386-1779^omeodomamjrotem_dk-2jt^ 

ul7032_4391-4961,pl90-b_(pl90-b)_iiima,_complete_cds 

Metagene 454 

35 aUJ02326_2~320,(clone_huJambda-17)Jambda-like_gene,_compIete_cds 
all_m34516__426- 

469,omega_Ught_chainj>ix)tein_14.1_(ig_lambda_chai^^^ 
alljm34516j426- 

469,omega_light_chain_protem_l 4. l_(ig Jambda_chainjrelated) jgene,omega_Hght_chain j 
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m63438_794-l IQSJgjeananged _^ammajchamjmunna,jv^j-c_^ 
m87789_102M512,aiybridoma_h210)_anti- 
hepatitis_aJiggjvariable_Tegion,_constant_Te^^ 
v00563mma_l 9- 1 27,gene_for_iimnimoglobulin_mu, jpart_^ 
5 x5396 1 cds_l 772-2060:mj«v^esequence,_2450-2564,nmia_forJactofeiTm 
x57809mnia_309- 

4495rearranged_inimimoglobulinJ[ambda_ligiht_c^^ 
Metagene 68 

10 

d63875_3762'4200,mma_forjdaa0155_^ene,„complete_cds 
d87002cds#2_4-201:not_m_gb_record,jpoml21- 
likegene_extracted_fix>m(lambda)_dna_for_iinmimoglobm 
all J00277_3607O724,(genomic_clones_lambda-[sk2-t2,Jis578t];_cdm^ 
15 rasl_pro 

j048 1 0_2923-34 14,insh3_^ene,_complete_cds_ 

ml3232mma_1850-2405,factor_viij5erme_j>roteasejprecursor_^^ 

hvii2463 

in34376mma_2-238,(clone_lambda_mspl31)J>eta-microsemm 
20 aU_m76732J736-1273 AioxT^ene ' 
s67325_1328- 

1712^ropionyl_cx)a_carboxylasej3eta_subumt_|liuman,_Uv^^ 

u09 196nima 725-1 1 69,1 . 1 Jcb_inma_upregulated_in_retmoic_acid_treated_hl-60j^ 

u2 1 858_704- 1 064,transcriptional_activation_factor_tafH32_mrna,_complete_^ 

25 u26266_490-1046,deoxyhypusine_synthase_mma,jcomplete_cd^^ 
tx3 1 176_1 677-22 1 7,hejrvl_mnia,_complete_cds 
ii37221_1537-1981,cyclophilm-like_j)rotem_mraa,_j)artial^^ 
u43408J2308-2668,tyrosmeJkiiiase_(tnkl)_inma,_com 
u50383_20 1 5-244 1 ,retmoic_acid-responsivejprotein_(im8-4ag)_ninia,_com 

30 U6198 1^3743- 

3819,putativeJnismatch_^qpai^^mdmgLJ)roteinJ^ 
tt66702j4190-461 6,phogrin_itima,_complete_cds 
u83239J323-877,cc_chemokme_stcp-ljmma,_complete_cds 
all_x52426_l 139-1665,mma_for_cytokeratin_13_ 

35 aU_x64643_l 944-2407,c6. 1 a_mma 

X6873 3inma_l 056- 1 48 8,gene_for_aIpha 1 -anticliymotrypsin,_exon_l_ 
alljx81836_812-1414,mma_for_dents_disease_candidate_gene 
x89984cdsjt65-573:m_reversesequence,_1646-1820,nmia_forj5cl7aj^ 
all_x91648_1082-1611,mraa_forjpiir_alpha_extended_3*junt^ 
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aUj?c92106_1361-1932,mniaJbrJ>leomycm_hydroto^ 
*x93036cds_88-163:m_reveisesequence,_34-37,nu^ 
aUjx96484jl97-1056,inma_f6rjagcr6_protim^ 
x97444cds_2-405,mma_for_tiaiismembrane_^ 
5 x98834iiima_4116- 

4620,jrfttc_finger_j)roteinjisal2_gene_extmctedjfroi^^ 
z78289_35-153,mmaJclone_ld2), 

Metageiie47 

10 

m30496_321-759,ubiquitin_carboxyl-tenniiiaL^^ 
B)_iso^yme_13_ninia,_complete_jcds 
s62539_5366-5756,JiisuIin_receptorj5ubstiate- 
S77393 43. 

15 205,_transcript_chl38_[human,jrfi,if48_stomach_c^ 

ul7886mma_507-981,succinate_dehydrogenase_iron-protem_subii^ 

x82068cds_2293-2647:m_reversesequence,_3019- 

3 103,mrna_for_^lutamate_receptor_subunit_glurc_ 

aU_x86163_2233-2564,iimm_forj32-btadykinin^^ 
20 x9351 lcds_2-312,nmia_forjtelomedc_dnaJbmdmgjprotem^ 

Metagene 474 

d83243_5401-5857^patjmnia,_complete__cds_ 

25 hg4297-ht4567_atJig4297-ht4567_ti^scriptional_coactivator_pc4_ 
I22075j795-1377,guanine_nucleotide_regulatory_protem_(gl3)_nirn 
140 1 57_4445-4907,endosome-associatedjprotem_(eeal)_mma,_compte^^ 
140400iiima_2014-2542Xclone„zapll3)_mma,_3*_end_oO5ds_ 
176571cds_440-734:inj:eversesequence,_1070- 

30 13 10,nuclearjiormone_receptor_(shp) jgene,_3'jend_of^^ 

s62028_496- 104 1 ,_recoverinJbiiman, jre1ina,_m 1 08_nt]_ 

u31248_1663-2209,zmc_fingerjprotein_(znfl74)_mnm 

u495 1 6_4 1 57-469 1 ,serotonm_5-ht2c_recq)tor_mrna,__complete_cds 

x53595cds_525-1007:m_reversesequence,_1054-1104,mma_forJbeta-2- 

35 glycoproteinj[_(apolipoprotemj[i) 

x90858cds#2_396-888:in_reversesequence,_1270-1306,mnia_fo^ 

Metagene 455 
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112060iiiraa_1032- 141 l,retmoic_acidjreceptorj(gaiiima-7)_ii^ 
132832_1 1295-1 1853,zinc_£ingerJbiomeodomamjrotem^ 
133842mma_1213-1639,(clone_ffe- 

7)_type_ii_inosme_monophosphate_dehydrogenasej(impdh^ 
5 136644nima_3085-3137,receptorjprotem-tyrosmeJ^ 
149219exon_2-42:m_reversesequence,_70- 
79,retinoblastoma_susceptibility_j)rotein_(rbl)J486wbp_deleti 
u21943_2246-2678,orgaxuc_anion_transportmgjolypeptide_(oa^^ 
u41767_2113-2688,metargidmjprecursor_mma,_complete_cds_ 
10 u46461_159 1-2 1 52,disheveUedJiomolog^(dvl)_inma,_completejcds 
u50062_1713-2181,rip_jirotem_kiiiase_gene,jcomplete^^ 
x52213cds_8 10-1371 ,lik_ninm 

x57025iama_6635-7l5 l,igf-ijmmajforJmsiilin-like jgrowtii_fector_i_ 
x66142cds_2216-2539:injreveraesequence,_2600-2643,mma_fo^ 
15 x99897cds_6561-6760:mjreversesequence,J7057-7274,mrna_forjp/^^ 
typejcalciumjDhamiel_alphal_subiinit_ 

Metagene 325 

20 . d86096_cdsl J5_at_d86096jd86096,notjn_gb_record^ep3-' 
iv_j;ene_exlTacted_firomdna_forjprostaglandin^^ 
d86096_cds3_atjd86096_d86096,notjn_jgb_record,„ep3- 
iv_jene_extracted_fromdiia_fbr_j)rostaglandinjB_^ 
s74720_l 889-1995,_dax-l-dss- 

25 £dic_criticaljregion_on_x_chromosome,_^ene|Tiuman,_a^^ 

aUjxl7098_1278-1357,psglOjrnma_forjprcgnancy_specificj^^ 

Metagene 135 

30 140396inma_1542-2028,(clone_s22i71)jtnma_fe 
m21 186_122-65Q,neutn)plul_cytoclm)meJjJight^^ 
cytoclm)mejnauma,_complete_cds__ 

m98833_2383-2899,ergb_transcription_factor_(fIi-lJbomoto^ 
u27655_2 1 69-2577^gp3_mma,_complete_cds_ 

35 

Metagene 74 

22 1 7 1 5_1 27-63 1 ,tropoiiin_i_fast-twitch_isoform_mriia,_complete_c<^ 
17 6687nama_l 823-229 1 ,gri> 1 4jtnma,_complete_cds_ 
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y07596cds_l 035-1 149aiij:eversesequence,_l 173-1509,mnia_for jgpiSjpioteiii^ 
zl9574iiima_1039-1479,gene_for_cytokeratiii_17 

Metagene 372 

5 

ac002486ccis_812-1358,bac_clone_rg367ol7_from_7pl5- 
p21,_complete_sequeiice/gb=ac002486_/ntype==dna_/ann 
af002700_931-1471,tgf-beta_related_neurotrophic_fac1x>rjrec 
dl3168exon_2254-2800,gene_forjmdo&elin-b_receptor_(het-br)_ 

10 j00148ods#l_103-613:m_ieversesequence,_1796- 

1841,growttijionnone_(somatotropui,_^l)_gene,^^ 
j04093_1842-2342,phenoljudp-gluciifonosyllraiisferase_(iidp^^ 
m22995_1008- 1 542^s-related_piotein_(krcv- l)_mma,_completejcds_ 
u90336_2606-3074,peg3_ninia,_jpartial_cds 

15 all_x69886_l 163-1504,mma_for_glyceroljdnase 

x92814cds_194-458:in_reversesequence,_907-937,mma_for_mt_hrevl07-^^ 
z20656mma_5438-575 l,of_cardiac_alpha-myosmJbieavy_ch^ _^ene 

Metagene 304 

20 

dl3639_5889-6345,imna_for_kiak0002jgene,_complete_cds 
d89077_2 1 60-2592,mnia_for_sic-like_adapterj>K)te^^ 
hgl872-htl907_atJigl872-htl907„majorJbdLBtocompatibaity^ 
hg3576-hB779_f:,at_hg3576-hG779_majorJWstocompatibiUty_com 

25 allJ00123_539-1020,ei)kephalin _^ene 

j03909_46 1 -995,gamma-interferon-mduciblejprotein_(ip-30) jaMna,_complet^^ 
j04130mma_87-634,activation_(act-2)_mrna,_complete_cds 
dl_k02405_5550-7761:in_k02405cds_778,inhcJi_hla-.dc-3-beta ^ene_(dr3,3)_ 
ml2529mma_562-1132,apolipoprotein_e_inma,_complete_cds 

30 ml2886j950-1091,t-ceU_receptorjactiveJbeta-chainjnim^ 

ml3560exon_3-562:notjn_gb_iword,ia-associatedjnvariaatjgai^ 
m20902cds_2-200:mjreversesequence,_517-5083,apolipoprotein_^^ 
tall 1 19„137-591 ,lysozyme_inma,_complete_cds__ 
m26062_3505-3871,interleukinreceptorJbeta_chain_(p70-75)_ 

35 m34996_448-699,mhc_cell_siirface_glycoprotein_(hla-dqa)_mma,_3'^^ 

m57466mma_5 1 4- 1 03 6,inhc_ii_Wa-dp_light_chainjnma,jcomplete_cds_ 
in59807mrna_369-933,nk4_mma,_complete_cds 
m63835mma_896-1388,igg_fc_receptor_i_jene_ 
ul5085_821-1289,hla-dinb_jiima,_complete_cds_ 
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ttl9713_18-374,aUograft-inflaimimtoiy_factor- 
u20158_1551-1911J6JcdaJyrosme_j>hosphoprotem_slp-76_^^ 
u5 1 240 J 679-2 1 7 1 ,lysosomal- 

associated_multitransmembranejmtem_(laptm5)_mma,_com^ 
5 u89922_267-773,lymphotoxinj5eta_isofonn_variant,_altemativ^^^ 
x00274exon#5_l-337:not_in_gb_record,gene__forjila- 
drjalpha_heavyj3ham_a_ii_antigen_(iinmime_^^ 
x03068JLat_x03068jK:03068,j40JnjR03068cds_600-750:J29J^^ 
1 167,mma_j5)rJila-dJ 
10 x03100inma_908-l 124:injrev«i:sesequence,_10629-10851,Jila- 
sb_alphajgene_(class_«_antigen)_extracted_ 
aU_x07743J2156-2679,imim_for_pleckstrin_^^ 

aU_xl6663_1397-1872^1_^ene_forJieamatopoietic_lmeage_cellj5pecM^ 
alljc59892_2 1 63-2542,mma_for_ife-mducible_gamma2_protein_ 
15 x62744cds_469-745:injreversesequence,_814-1018,ring6_iiQm 
likejproduct__ 

x66401cds#l_327-615:in_fullsequence,_45931- 
47208:not_in_gb_record,_lmp2_gene_extracted_fromgenes_tap 
x68090cds_5-6 1 ,fc-gainma- 
20 riia_genejror_iggjFcjreceptorjyLa_(5*_^ 
dljx72755_2106-2479jiiumig^nima 

x89I09cds_860-1326:m_reveisesequence,_1457-1488,mma_for_coro^ 
z36531cds_934-1294:in_reversesequence,_1345-1453,imim_for_fibr^ 
like_protein_(pt49jprotein) 

25 

Metagene 10 

d78333_l 1 88- 1 734,mma_for_testis-specific_tcp20,_complete_cds 
m86707„1190-1580,myristoyl_coa:protein_n-myristoyltraiis^^ 
30 s77410_1805-2225,jypeangioteminjajreceptorjliuman,_^^ 
u25997_33 1 l-3824,staimiocalcmjprecursor_(sto)_mniaj^c^ 
u40490„3673- 

4 1 77,nicotinamide_nucleo1ide_transhydrogenase_mma,_nuclear^enejencodm 
u5 007 8_1 4603 - 1 5 1 0 1 ,guanine_nucleotide_exchange_factor_p532_nima,_complete_cds 
35 u65932_l 244- 1 634,extracellular_matrixjprotein(ecml )_mma,_coiiiplete_cds 
aU_x84373_6655-7208,imna_for_nuclear_factorjripl40 

Metageae 273 
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dl3666_2630-3072,iiinm_forjosteoblast_specificjfecto<^ 

d21255_3362-38 12;mnm_for_ob-cadhem-2,_complcste 

hgll40-ht4817_sjatjigll40-ht4817_cottagem,jype 

hg3044-ht3742_s_atjig3044-ht3742„fibronectm,_altsplice_l 
5 hg343 l-ht3616_s_atjig343 l-ht3616_decorin,_altsplice_l 

j04 1 77_5773-6 1 33,alpha- 1 jtype_xi_collagen_(coll 1 al )_mma,_complete_cds_ 

aU_116895_1511-2016,lysyljDxidaseJlox)_gene,_exon_7 

in24486inma_21 10-2684,prolyl3-hyd!x>xylase_alphaj5ubuiiitjiim 

m65292_667-1202,factorjijiomologue_imna,_complete_c^ 
10 ii21128jl254-16324umicaajaima,_complete_cds 

u37283_370-868^(OTf&ril-associatedjglycoprotein-^^ 

all_x0276 1 J7082-7646,iiima_for_ffironectin_(fejprecui:sor^^ 

alljx06700_1946-2466,panmj3*jrBgionJfo 

alLxl4787_5124-5701,inma_for_thrombospondin_ 
15 x52022_9941-10349,ma_for_type_vi_collageii_alpha3_cbam 

x57766inma_1658-2168,stromelysin-3_mma 

an_x82153_l 128-1615,inma_for_cathepsin_o 

all J2746 1 5_5320-5852,xnnia_for_prepro-alphal (i)_collagen 

all_z746 1 6_4470-4992,mma_for_prepro-alpba2(i)_collagen 

20 

Metagene 330 

dl0040J3243-3489,mma_for_long-cham_acyl-coa_syntiieta^ 
d55654J786-1224,mma_forcytosoUc_malate_dehydrogenase,jcompIete_cds 

25 d63874_865-l l53,mma_forJimg-l,_complete_cds_ 

d63878J2850-3408;mma_for_kiaa0158_gene,_complete_cds 
d63880_4952-5504,rania_forjdaa0159 _^ene,_complete_cds 
d79205_5-319:m_revereesequence,_323-325,nima_for_ribosomal^ 
d79996_1759-2305,mnia_forjdaa0174_gene,_complete_cds 

30 d90209_1420-1972,mnia_forjdnaJbindingjprotemjEax^ 

hgl 1 1 6-htl 1 16_at_hgl 1 1 6-htl 1 16jproIiferatmg-ceU_nucleolar_antigen,_120Jcd^^ 

hg4312-ht4582_s_atJhig43124it4582_tramcription_fectorJ^^ 

hg4334-ht4604_s_at_hg4334-ht4604^1ycogenin 

j05032__l 72 1 -2 1 53 ,aspartyl-trna_syntfaetase_alpha-2_subunitjtnm^^ 

35 108069_909- 1 347,heat_shockjprotein, jecoH^dnaj Jhiomologuejmma,j:;omplete_^^ 
n3761imTia_3838-427O,dihydrolipoa0iide_dehydrogenase_gene,jBXon_14_ 
12094 1_61 5-1 143,ferritin heavy_cham_mma,_complete_cds 
12593 1_3 127-3607 Jamin_b_receptor_(lbr)jtiiraa,_complete_cds_ 
l33881„1822-2206,protemJkinase_c_iotaJsofcttTii,^^ 
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176200_268-796,guanyhtejdiiasej(giikl)_inma,jcomplete^^ 
ml5990_3916-4390,c-yes-ljiinia 

alljnl9283j2724-3319,cytoskeletal jgamma-actin _sene,__complete_cds_ 
m22382mnm_1758-2184,mitochondrial_matrixjrotein^ 
5 m26880_2206-2246,ubiquitinjnnia,_complete_cds 
m29064_l 225- 1 657,hiimp_b 1 jproteinjtiima__ 
m33521exon#2_2706-3144:iii_reversesequence,_4118-4148,hla-b- 
associated_transcript(bat3)__geiie,_5*jsnd 
m55531iiima_1647-2175,glucose_transport-like(glut5)_in^ 
10 m60858Bima_2193-2481^ucleolin _gene,_completejCjds_ 
m84739_1366-1876,autoantigenjcaIreticulin_innia,_com 
m85 169_2712-3276,homologue_ofjreastj5ec7_iiima,_complete^ 
m9455'6„171- 

5675mitochondrial_specific_single_strandedjdnaJbindm 

15 in96843_668-l 1 12,striated_mmcle_contractionjreguiatoryj3rotein_(id2b)_in^ 
m96982_483-8 0 1 ,u2_stirap_aiixiHaiy_factor_small__subunit,_complete__cds 
s63912_2442~301 8,__dl0s 1 02==fbmp_|>iiman,_fetalJ>rain,jnmia,_3043_iitL 
u05227_l 078-1 564,imjproteinjinma, jcompletejcds 
u07550_139-493,ch£^eix>iii2mjma,_complete_cds 

20 uO9587_2261-2330,glycyl-1majsyii11ietase_mnm,_^^ 

ul9247mnm_1469-1939,interferon-gaminajceceptar_alpha_cl^ _gene_ 
ii24576_1467-2013,breastJximor_autoaQtigen_mma^com 
u40369nima_85 l-995,speniudine/speiinineji 
u4 1 8 1 6JS 14-1 004,c- l_mma,_compIete_cds_ 

25 u47635_1921-2353413s824e_locus_jnma,_complete_cds_ 

u51478_856-1282,sodium/potassium-transportmg_atpase_beta-3_subiinit_^^ 
u63743_2 1 87-2715,mitotic_centromere-associatedJdnesm_iiuiia,_com^ 
u69 126_1 83 1 -2345,fusej5mdmgjprotem(fbp2)_ttmia,_partial_cds_ 
u75308_3654-4092,tbp-associated_fector_(htafiil30)_mraa,jpaj^ 

30 u90552_2814- 

3377,bu^TOphiUn_(btf5)jainia,_complete_cd^ 
aU_xl4684_629-1150,mma_for_lajrotem_c-teminaljregi^^ 
all_x51755_8272-8537,JgJight-chain,jpartialJce-o2-jolype^^^ 
giveii_protem_sequence_is_i 

35 x56494mma#l_1894-2398,m_£ene_forjnl-type_and_m2-type_pymvate^ 
all_x59812_1586-2025,cypJ27_mma_for_vitamin_d3_25-h 
all_x60221_635-1044,nmia_forh+-atp_syntbase_subunit_^^ 
all_x78627J2 1 63-2674,mma_for_translin_ 
aU_x99325_1482-1927,nuTia_for_ste2042keJdnase 
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alLz29064_3656-425 l,af-lp„mnia 
z50022inma_2064-2478,mma_for_surfece_^lycoprotem^ 
z74792Tnma_1470-19 17,imnaJforjccaatJranscrip 

5 Metagene 205 

j02973nima_3467-4007,_thbd_£ene_extmcted_fromthrom 
136069_1283- 

1709,highjconductance_mward_rectifierjotassium_^ 
10 u5 1 587 jl262-4772,golgi_complex_autDaatigen_golgin-97_inma,_com 
dl_x55666_1222-1613,iisfjiima_forJate_ups 
x58377mma_1716-2232,nima_forjadipogenesis_iiiMbitoi^^ 

Metagene 117 

15 

all_m21642_180- 

301,(dysfimctional)_antithrombin_iii_(atiii)_utah^ 
m83772_1565-2015,flavin-contaimngjmonooxygenase_form_i^^^ 
y07829exon#l_7- 
20 283,jBxon_firomgenejenoodingjing_fimgerjproteW 

Metagene 28 

dl4822_570-717,chimeric_mma_derived_jBrom_aiidl_gene_andjnitg8(eto)^ 
25 d87743_38 61-4323 ,mrna_forjdaa0267_gene,_partial_cds_ 

hg3942'-ht42 12_atjig3942-.ht42 1 2_interferon 

114787_1203-1641,dna-bindmg_j}roteiii_mma,J3'_end 

I15388_1992-2478,g_j)rotem-coupled_receptorJkinase_(grk5)_mnia,_comp 

K4564_854-1400,radjn(ima,_compIete_cds_ 
30 all_m61853_1735-2240,cytochromejp4502cl8jCcyp2cl8)jnma,jclonej6^ 

m76482_2855-325 1 4 30-kd_j)emphigiis jvulgarisjantigenjDmia,_^ 

s74683_848- 1 268,_adp-Tibosyltransferase J>iiman,_skeletal_muscle,_i^^ 

ul3369cds 1792>2248,ribosomal dna complete repeatiQfi ,unit/gb=ul 3369 /ntype=dna /anno^cds 
all_^6584_1444-1961,nmia_for_novj)rotein 

35 

Metagene 376 
all_ac000061_18132- 

57268:in_ac000061cds#2_1270,„wugsc:h_133k23. 1 c_jgenejBxtractedjBrombac_clone_l 33k2 
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ad00(K)92j21426-21637:m_ad000092cds#l_3369-3688:m_aU_ad00009^^ 
2 1427,_hypotheticalserixie-flTO 
affl02224j24-373,angelniaii_syndrome_gene,je6- 
ap_ubiquitinjrotein_Ugase_3a_(ube3a)_imna_fix)mjpit)mote^ 
5 d21851_3680-4148;tnma_for_kiaa0028 _gene,j>artial_cds_ 
hg3934-ht4204_atjig3934-ht4204_gljphase-specific _gene 
hg4272-ht4542_atJig4272-ht4542_hepatocyte _growth_factor_recq)tor_ 
hg4490-ht4876JLatJig4490-ht4876jrolme-richjrotei^^ 
hg846-ht846_atJig846-ht846_cyclophilm-relatedjpix)tein^ 

10 j03069mma_2331-2907^ycl2^ene,_completejcds_ 
j03634_l 563-1 8 ISjeiythroidjdifGsrentiation jrotein^^ 
j(M101_861-1425,erythroblastosis_virus_oncogeneJiomol^^ 
102840mma_3224-3602:mjreversesequence,_3674- 
371 0,potassium__channeljcv2. l_mnia,_complete_cds 

15 107540_721-1 1 59,replication_fector36-kda_subiinit_mnia,__complete_cds 
m21539_521-557,smanjrolme_richjrotem_(sprii)_mma,_clon^ 
m24248exon_201-220:not_in_gb_record,mlc--lv/sb_isofonn_gene_ 
iii25296_82-649^triure1icjpeptidejprecursor_mma,_co 
m37245cds_272-434:m_reveisesequence,_:113-353,ig_superfamily^ 

20 associated_prote 

m60165mma_571-1069,Jila-dqbl^ene_extracted_fromguamne_iiuc^^ 
bmdmg_,regulatoiyjproteiii_(go-a 

all_m62628_l 743-2 1 82,alpba'- l_ig_gemlme_c-region_membime-codiiigjreg^^ 
m87499cds_586-880:in_reversesequence,_2927-3041,uracil- 
25 dna_glycosylase_(ung)_jgene,_coniplete__cds_ 

m95740exon#12_279-3 8 l,alpha-l-iduromdase _^ene_ 
m99063_1942-2452,cytokeratimnma,_complete_cds_ 
s70348_55- 

367,_integiiaJjeta{dtematively_spUced,_clonej3eta_3c}_^ 
30 U0095 l„1325-1691,clone_a9a2brl 1 jCcac)n/(gtg)nj:epeat-containmg_mma_ 
u08377J2654-3134,homolog^of_drosophila_splicmg_regulator_sup 
apricot_mma,jcomplete 

ii09550_l 597-2 149,oviductal_glycoprotein_nmia,_complete_cds_ 
ul 1870mma_1901-241 l,interleiikm- 
35 8_receptor_type_a_(il8rba)^ene,jpromoter_and_complete_cds_ 
ul 626 1_1 147- 1 657,mda-7_(mda-7)jaima,_complete__cds 
ul 827 lexon#3_5 1-5 12,thymopoietin_(tmpo)_^ene,thymopoie1in^ 
ul 9495_1 634-2204,intercrine-alpha_(hkh) jradrna,_complete_.cds 
u26914_3n3-3533,ras-responsivejelementJ>mdmgjprotein^ 
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u28150cds_281- 

839,adrenoleukodystrophy_relatedj)n)tein_(h^ 

1136759 J^86-1016,pre-t_cellj«ceptor_alpha-l5^ 

u39905_2148-2670,ve5iCTdar_monoamine_ti^sporter^^ 
5 u54804 J2444-29 1 2,has2_mnia,_complete_cds„ 

u56976_1664-2240,calmodulm_dependentjphosphodiesterasejdelbl_i^ 

u6 1 1 66_2652-3 1 50,sh3_domam-contammg_protein_sh3p 1 7_mnia,_complete_cds_ 

u64197_250-658,chemokinejexodus_mma,_complete_cds_ 

u66559_4812-5244,aiiaplasticJymphoinaJdnase_receptor_i^ 
10 aU_u66726J2378- 

2421,testis_specific_maJ>inding_piX)tein_(spgyla)_^^ 

u67733_3650-4178,cgmp-slimiJlated_3*_,5'_- 

cyclic_mcleotidej?hosphodiesterasej?de2a3jCpde2a)_i]^^ 

xl6260cdsJ2053-2485:m_reversesequence,_2508-2631,inr^^ 
1 5 trypsin_iiihibitor_subimit_3 

aU_x51801_1415-1824,op-l_mma_for_osteogenic_protein 

x53683nmia_377-638,lag-' l_mnia 

alljs56677_l 103- 1584^yod_mma_ 

x74614exon#2_17-377:inreversesequence,_1279- 
20 1387:notJn_gbjrecord,odf2_(allele_2)_geneJfor_^^ 

x80590cds„653-l 109,phkgl_mrna 

x82634_1048-1378,partial_nmm_forjiairjceratm^^ 

y 1 0256 Ji797-3247,imna_forjserine/threonme_j^ 

y 1 1 7 1 0mma_2222-2642,inmajforjextracellular_mat^ 
25 z485 19exon#3_l l-223,x^gene_(clonej:ace5)/gb=z485 19jiitype=ma_^ 

all__z50053_25 1 8-3047,inma_for_alpha2i-subunit_of_soluble_guanylyl_^^ 

z50194cds_664-856:mjreversesequence,_1345-1372,mma_forjpq-rich_j>r^^^ 

alLz68193_117672- 

20477,dna_sequence_from_cosinid_qc8b6,_on_chramosome_xq28j^contaj^ 
30 283745exonji9-367,diia_sequence_fix)mjacj^53a3_contaiM 

Metagene302 

ab002332_5 132-5666,mma_forjdaa0334 ^ene,_complete_cds/gb=ab002332_/ntype=ma_ 
35 k03008jcdsl_atjc03008jc03008,notjnjgbj:ecord,jganiina-g2-ps^^^ 
crystallin_(g 

107044_1420-1762,calcium/cahnodulin- 

dependentj)roteinJdnase_(camk)_isofonnJb_mma_sequen 

136844mraaJ>92-.808XcIonejpl5iiik4b/ha5)_cdk^ 
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u35407mnia_77- 

193,peroxisomal_targeting_signal_import_receptor_^ 

y07846exon#7_92-587,mnia_for_gar22jprotein__ 

aIlj^9616_1443-1948,innia_forjpu1ative_cari)oxy 

5 

Metagene 423 

d38549_3838-4336,mmajforjdaa0068jgene,jpartialjcds^ ' 
d63877_2386-2908,mma_forkiaa0241 jgene,_partial_cds_ 
10 d86967_5483-5873,inniaJForJdaa0212_gene,_comp^^^^ 
hg4063-ht4333_s_atjig4063-ht4333_traiiscription_fe^^ 
j03171_2250-2700,interfax)n-alpha_receptor_(huifo-alpta^ 

j04760mma_233-79 1 ,slow-twitch jskeletaljtroponin Ji_(timl )_mma, jcomplete_cds_ 

107956_2402-29304,4-alpha-glucan branching_enzyme_(hgbe) 
15 135546mma_l 027-1 543,ganmia-glutamylcysteine_synthetase_ligbt_subunit_^^ 

in35128cds_1044-1320:in_reversesequence,_1936- 

2038ymuscarimc_acetylcholine recepto r g ene, complete c 
^ m63582iiima_1062-1518,preprothyrotropm-relcasmgjbonnone_gene 

u0532 lmrim_3734-4220,x-linked_pest-contammg^^^ _gatte,_promoter_and 
20 xl3794mnia_7 13-1229,lactatejdehydrogOTaseJb_geaejBxonand(ec_l .1. 1 .27) j(and Joinedjcds) 

x82224cds_733-l 165:m_reveisesequence,_1273-1303,mriia_for _glutainme_transainmasejc 

Metagene 349 

25 j02943mrna_869- 1373,corticosteroid j5indingjglobulinjtnrna,_com^^^ 
m96789_1026-1548,connexin_37_(gja4)_mnia,_coniplete_cds 
z8 1326cds_913- 1 1 89:injreversesequence,_l 348- 
1486,ninia_forjprotease_inWbitor(pil2;_neuroserpin). 

30 Metagene 26 

dl4134_1646-2192,nirna_forjrad51,_complete_cds 
j03778_520-1075,microtubule-associatedjprotein_tau_mnia,_complete_cds 
108096__3 14-794,cd27Jigand_mma,_complete_cds 
35 ul7977_79-379,_hsul7977cdna_ 

u39l96_2616-3084,clone_hgirkljg- 

protemjcoupled_inwardlyjrectifymgjpotassium_cbaimeljara 

u58090_1035-1605,hs-cul-4a_mma,_partial_cds_ 

u94320_828-1392,neuropeptide__y5jreceptor_(npyy5)_nMTia,_compl^^^ 
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x00949cds_65-487,iiinm_forjMTq)K>-relaxi^^^ 
x58822inma_905-1422,ifo'<)megagene_fof_interfOT 
x5984 lmma_2006-2444,pbx3_iiima_ 

x97230cds_782-1274:in_reveisesequence,_1290-1353,nima_for_nk_rec^^ 
5 x98001cds_572-932:injreva:sesequence,_998-1064,iiiniajfor_gei^ 

Metagene 192 

hg3730-ht4000_s_atjig3730-ht4000_tyrosinejdiiase 
10 U9401_3716-4220,myosin_ijbiomologue_(myhl2)_m^ 
m96740_2014-2476^cl-2_gene_sequence 
aU_s9442 1_33-496, Jxar_etajtaame?_ceU_receptor_eto^ 
aU_u27333_2701. 

2753jalpha_(l,3)_fucosylti^sferase_(fut6)_iimia,_ma^^ 
15 u33203J73-282,mdm2-e_(mdm2)_nmia,_complete_cds/gb==ni33^^^ 
u60975_6398-68245hybridJreceptorjgp250jpreciii:^orjtmB 

x03656iimia_97 1-1391 ,_g-csfjprotem __genejextracted_fromgene__for_granulocyte_colony- 
stimulating_^tor 

all_jcl 628 l_402-898,nima_for_zinc_fcgerj>rotem_(^^^ 1) 
20 x66922cds_362-728:mjrevei:sesequence»_848-872,mma_f^^ 

x80763cds_202-528:m_reveraesequenc€,_663-850,gene_for_5-ht2c_^^ 

x98307nima_13-355,mma_for_uv-b_repressed_sequeiice,_hu^^ 

all__zl 1685_1974-2425,mma_for_TnaJielicase_ 

z29077mraa#13-55,_un-named-transcript- 
25 I_fromcdc25^enejromoter_region/gb=z29077_/ntype=dim_/aimot= 

Metagene 337 

d87469_8413-8899,mnm_forjkiaa0279jgene,^ 
30 12 1 934_340 1 -3905,acyl_coeiX2yme_a:cholesterol_acyltimsferasejtn^ 
s604 1 5_2937-3333, jaiyasthenic_syndrome_an1igenjb_[lii^ 
u09716_1621-2124,mamiose-specificJecl3n_(mT60)jm^^ 
u48250_l 490-2030,protein_ldnase_c-bmdmgjprotein_rackl7_^^ 
all_x94612_2745-3328,ninia_for_type_u_cgmp-dependentjprotei^^^ 
35 y 1 1 709mnia_l 69-709p2ima_for_extracellular_matrixjprotein_^ 
terminus/gb=y 1 1709_/nt 

Metagene 12 
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dl4823_851-1343,chimericjmmajderived_frcjm_an^ jgene_and_mtg8(eto)jgene,_partialjsequence 

d38076_322-700,imim_for_i:Bnbpl_(ran-bmdingjprote^^ 

d800(M^j6550-6898,mmaJforJdaa0182jgene5jpara 

d87075_5013-5469,nirna_for_kiaa0238jgene,_partial_cds_ 
5 d87673_960-1434,mma_for_heat_shock_1ranscription_factor_4,_com 

d877 1 6_2447-2942,mrna_for_kiaa0007_gene,_partiaLcds_ 

hg2271-ht2367_at_hg2271-ht2367_promaggrin 

hg3039-ht3200_atJhig3039-ht3200_adp-ribosylation-Uke_f^^ 

hg3636-ht3846_atJhig3636-ht3846_myosin,Jheavy_polypeptide_9,^^ 
10 hg3884-ht41 54_atjig3884-ht41 54JiomeoticjpiotemJipx-42_ 

j02783inma_2075-2465,thyroidj[ionnonej5mdingjpix)tei^^ 

j03824_756-1230,uropoiphyrmogenjui_syntiiasejm^ 

ll6782_1994-2522,putative_mjhasejphosphoproteiii(mppl)_i^^ 

11 8972cds_l 821-2019:m_reversesequence,_2065-2305,anonymous_geiie,__complete_cds 
15 11971 l_4952-5414,dystroglycan_(dagl)_nima,_complete_cds 

134587_109-4035majpolymerase_ii_elongation_factor_siii,jpl5_subimit_^^ 

13793 6_439-96 1 ^uclear-encoded_mitochondrial_elongation_factor Js_(ef-ts)_mma,_3 

140407cds_696-882:in_j'eversesequence,1060- 

1264,thyroidjreceptor_interactor_(trip9)^ene,_complete_c 
20 141067_3380-3884,nf-at4c_i]Qma,_complete_cds_ 

176191mma_3005O521,interleukin-l_receptor-associatedJ^ 

177730exon_529- 1 009,a3_adeflosmejreceptor_(adora3) ^ene_ 

aUjtnl4158_1529-1794,_t-ceUjrecc^torJ>e1a-chamJ13_ge^^ 

cell_receptor_geniiline_be 
25 ml9961_55-469,cytochrome_c_oxidase_subunit_vbj(coxvb)jcnm^^ 

m34338_626-l 1 97,spennidme_synthasejnnia,_complete_cds_ 

ra60047_64 1-1 097,heparin bmding_protein (hbp 1 7)_mma,__complete_cds_ 

m65 1 99_735- 1101 ,endothelm(et2)_mma,__coraplete_cds 

m86752__l 5 12-2(M6,transfonna1ion-sensitivejprotem_(ief_ssp_352 1 )__mma,_complete_cds 
30 s407 19 J2440-2964,_glial_fibrillaty_acidic jpn)tem_[bum 
25 l_mg,_nima,_3033 jatL 

s66793_697-1219,_x-arrestm=s-antigenJbomolog_|bim 
u05340_l 103-1571,p55cdc_xnma,__complete_cds_ 
u07424_1266-1764,putative_tma_synthetase4ikejprotemja^ 
35 u47621_1758-2286,nucleolar3utoantigen_no55_mma,compIetejcds_ 

u5 5206_790- 1 222 :not_in_gb_record,gamma-glutamyl_hydroIase_(hgh)_mma,_co 
u61263_1603-2077,acetolaclBte_synlhase_homologjaima,_coinplete__cds 
u62962_927- 1347,mt-6_rama,_complete_cds_ 
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u68566_638-l 124,hsl Jbindmgj)n)teinjiax- 
l_iiima,jauclear_gene_encodingjnitochondrial^ 
tt70735_507-100534Jkda_mov34_isologuejaama,jcoin^ 
u79270__774-l 176,clone_23707_mma,jpartiaLcds 
5 u85943_l 527- 1 680»mnia-associated_j)rotem_inmp4 1 jtnma,_complete_cds/gb=ni85943_/ntype==nia 
x00368mnm_7-52,_exonfix)mprolactm_gene_5'_region/gb^ 
Xl2794cds864-1176:in_reversesequence,_1905-2139,v-erbaj:elated_ear-2_gene_ 
xl3482cds39(K712:injreversesequence,_870-942,inma_forj^ 
x79781cds_276-546:inj:eversesequence,_675-68 1 ^yjnrna 
10 x92744cds_6-174:in_reveKesequence,_61-271,inma^^^ 

dl_^0285_8502-8980,mnia__for_insulme-like _gn>wth_fiu;torJijreceptor 

Metageae 202 

15 d50915J7282-7750,imtia_forkiaa0125 _gene,_complete_cds 
hg2415-ht251 1_atjig2415-ht25 1 l_transcription_fector_e2f-2 

hg3872-ht4142_at_hg3S72-ht4142_immimoglobulin ^ammaJieavy_chain,_v(6)djcj-egions_ 
hg4460-ht4729_at_hg4460-ht4729jmmimoglobulinjieavy_ch 
hg4462-ht473 l_at Jig4462-ht473 l_immTmoglobulmJieavy_chain,^^ 
20 j00210iamia_635-735,_ifim_gene_(interfCTonjalplia-^^ 
alpha)_al 

j03068J2794O286,dnfl552_(limg)_xnma,jconiplete_cds_ 

U0343cdsJ2-308:inj:eveisesequence,_476-2076,Jiijma_elafin_ge^^ 

129217iiinia_1299"-1683,clk3_nirna,_complete_cds 
25 134035_1405-1813,nadp-dependent_malic_enzymejiima,jcomplet^^ 

138025exon#l-3_30-106:not_in_gb_record,ciliary_neurotropMc_factor_alpha_re^^ 

all_m2 1005_1 803-2524,migration_inhibitory_factor-relatedjprotem(mi^ 

allju05259_4343-4740;not_in ^b_record,mb- l__gene,_complete_cds 

ul68 12cds_274-601 :injreversesequence,_3897-4028,bak-2_gene,_completej^ 
30 ul8237J231-759,atp-bindingjDassettej>roteinjmurna_^ 

ii39817_3917-4373,bloom_syndromejprotein_(blm)_in^ 

u40380_961-1027,presenamj-374_(ad3-212)_inrim,_complete_^ 

u58837J3430-4003,cgmp-gated_cation_channeM3eta_subimit_(cncg2)^^ 

aUjx64878_3508-3965,inma_for_oxytocmjrece^ 
35 x82240iiirna_723- 

125 1 ,_tcll_gene_(tjcelljeukemia)_extracted_firommrna_for_tcel^^^ 

x834 12cds_225-4 1 2:m_reversesequence,_507-539,bl j(imia_for_niuciii 

z00010exon#2_75- 

158,geim_linejpseudogene_for_unmunoglobulm_kappa_^^ 
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z29574exoMtf3_l-373:in_revei«esequenc«,_3 141 :notjinj;b^ 
z49194exon#5_1962-2256,iimm_for_oct-binding_fector_ 



Metagene 278 

5 

d00654exon_l 27- 1 96:not in gb record,enteric smooth muscle ganuna-actiiijgcae> 5* flank and 

d42085_2200-2572,mma_for_kiaa0095 jgene,_complete_cds 

d76435J2639-30654iinm_for_zic_protem,jcompl^ 

m37712mnia_3280- 
1 0 3760,p58/gta_(ga]actosylliaiisfera$ejassociated_protei^^ 

u06681_1348-1774,clone_ccal2_mraa_containmgjcca_t^^ 

ttl 5552_1 83 1-23 1 1 ,acidic_82Jkda_j>roteinjiirna,_completejcds 

tt66198_215-713,fibroblast jgrowtb^factorjiomologoiis_fector(fhf- 

2)_mma,_complete__cds/gb==u66198_/ntype 
15 all_xl3293__2056-2549,inma_forb-myb_gene_ 

X 1 3334cds_659- 1 049 ;injreversesequence,_1234,cdl 4 jrmna_for_myeUd_ceU-specific_^ 

rich glycopro 

all_x87 1 59_2076-2527,mma_for_beta_subimit_of_epithelial_amilorid^ 



20 Metagene 97 

1 1 1244mnia_545- 1 (M9Xclone_al2)_c4b-bindingjpmteinJbeta-chainjmma,^^ 
all_m2945 8_j440- 101 7,carboiiic_aiihydrase_iii_^ene 
m57731mma_617-1032,gro-beta_mma,_complete_cds 
25 m90657_581-l 163,tumor_antigeuj(16)_mnia,_complete_cds 



Metagene 400 

hg3085-ht3254_s_atjig3085-ht3254_phosphodiesterase_ 
30 all_m60748_1209-1615,histoneJbil_Chlf4)__5ene,jcomplet^^^ 

m63623_2390-2900,oHgodendrocyte-myelinjglycoprotein_(omgp)_mma,_compl^^^ 
all_x74837j281 l-3196,bimim9jmma 

all_x78578_3781-4268,ppplr3jaama_forjpix>teinjphosphatase_l,_glyc 
binding_reguIatory_subumt 

35 

Metagene 284 



k03021exoirfl4_343-853,tissue_plasmmogenjactivator_(plat)__gene,_completej^ 
all_m55998_2-265,alpha- l_collagenjlypeJ_gene,_3'jend 
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m88461_993-1538,neuropeptidej^jpeptidejyy_r^ 
ii32907_1401-1923,p37nbjtnma,jcoinplete_cds 
u62325Ji343-2805,fe65-likej[irotean_Oa&651)j^ 
alljc52947_2497-2942,mnia_for_cardiac _£apJunction_protem_ 
5 aU_x54667_676-706,mma_for_cystatin_s,inma_for_cystatin^ 

alLx5735 1 J294-89 1 J-8d^ene_from_interferon-inducible_gene_femily, 1- 
8d_gene_fi:om_interferon-mducib 

all_x691 1 1_662-1 185,hlh_lr21_mnm_forjielix4oop-hel^ 
alljz29083_^1644-2023,5t4_gene_for_5t4_oncofeta!_antigen 

10 

Metageiie483 

m60094mnm_196-640,testicularjiljustonej0[il 
' x00948cds_65-503,ninm_for_j)repro-relaxi^^^ 

15 

Metagene 307 

d84454_203 l-2577,mma_forjudp-gaIactose jtranslocator,_coniplete_cds_ 
109708mnm_2255-2795,complement_component(c2)_gene3nelejb_ 
20 tt41315imnrfl_3083-3653,Tmg_zinc-fmgerjpiote^^ 
x58529mma_1754- 
2276,reaminged_ii]mimoglobulinjtnm 

x72475cds_l ll-343,inma_forj:earimged_ig_fcappa_Hg^^ 14)_ 

25 Metagene 260 

d29833_194-680,mma_for_saUvaryjprolinejachjeptidejp-^ 
d87433_6272-6752,inma_for_kiaa0246^ene,jpartial_cds_ 
113 1384_57-591 jg jrotein_^amma-l l_subunit_nim 
30 u628Qll935-1481,pi»tease_mjtiima,jcompletej:d^ 

Metag^e 126 

d3 8437_37-604,dnajraismatch_repair_mma_ 
35 hg 1 604-ht 1 604_at_hg 1 604-htl 604_adrenergic, J)eta,_receptorJdiiase J2_ 
hg65 l-ht5209__s_at_hg65 l-ht5209_adducin,_alpha_subumt,_altsplice_3_ 
j039 1 5_1 3 1 3-172 1 ,chromograniii_a_nirna,_complete_cds_ 
k03 i 83cds_2-326,chorionic _gonadotropui_beta_subunit^ene_ 
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s75256_32- 

446,_lml=iieutropliilJipocalin_[hiim 
u08989_1383-1857,glutamatejtransporter_mrna,j^ 
ul7280_10(M-1562,steroidogenic_acutejregulatoiyjrotein_(star^ 
5 all_u2 1 689__2955-3 1 1 6,glutathione_s-transferase-plc^ene,_complete_cds 
u31973_2396-2914,phosphodiesterase_a*_subunit_(jpde6c)jDi^ 
tt33822_20S3-2563,taxl-bindia^jprotem txbp 1 8 1 mma, complete cds 
u40372_l 5 65-202 1 3'_,5*jcycUc_nucleotidejhosphodiesterase_(I^ 
aUja73167_4971- 
10 35099,_h_lucal4.2a_gene_exlmcted_fcmcosinidjucal4,_^^ 
alLx07496„2066-2268,tangierjapoa-i_^ene_ 
x58964cds_2500-2914,gene_forjmlic„Hjregulatoiy_fe 
x85 178_267-627,surf-5_mnia_ 

x98258cds_481-619:in_reversesequence,_625-8294nma_for_m-phas^^ 
15 x99479_f_at_x99479_x99479,_40_m_x99479cds_951-1047:„30_in_revers^^ 
1 4 6 1 ,innia_forjik_re 

Metagene 16 

20 kO1396iiiimi769-1201,dpha-l-antitrypsin_i^^ 

m80482_3922-4324,subtilisin4ike_pn)tein_(pace4)jaDdii^ 

all_x 1 5422_3003-35 50,mma_forjmaimose-bmdmg^rotein_c 

all_x64810_4454-5019,encoding_pcl/pc3 

all_x8 1438J2665-3206,mnia_for_ainphiphysm 
25 zl2830cdsJ344-764:ia_reversesequence,_943,mma_for_ssr_alpl^^ 

all_z22534_2132-.2637,alk-2_mnia 

Metagene 279 

30 anjl0381_2086-2579,2-5a-dq)endentjntiase_^ene,_complete_cds_ 
m57703„129-629^elanin_concentratmgjionnone_(mch)jt^^ 
Ij66359_1205-1583,t54_j)rotem_(t54)jaima,_complete_cds 

Metagene 228 

35 

d26535exon#15_940"1455,gene_for_dihydrolipoamide_succinyltransferase,_compl^^^ 

d78577exon_853-1391,dna_for_14-3-3jpK)tem_eta_chain_ 
d86980_4616-5192^ina_forjdaa0227__gene,jpaitial_cds_ 
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hg2743-hl3926jsjatJig2743-h0926jcaldesmon_l^altsplice_6,_non-m^^ 
hg4178-ht4448„at_hg4178-.ht4448_af-17_ 
j03060exon#ll_168-666,glucocerebrosidasej(gcb)_^ene 
j03077_2159-2692,co-beta_glucosidase_(proactivator)_mma,_complete_^^ 
5 112168_2032-2476,adenylyl_cyclase-associated_protem_(cap)_irim 

m 1 5395_262 1-2736 Jeukocyte_adhesion_protem_(lfa- 1/mac- l/pl50,95_f^^ 
0i22898nima_2O42-26OO,phosphoproteinjp53_geiie_ 
ni33308_45 19-507 1 ,vinculinjnma,_complete_cds_ 
m63573^370-802,secreted_cyclopHlin-likejprotem_(scylp)_m^ 
10 m80563_133-523,c^l_pix)tem_mrna,_complete_cds_ 

m94345_752-1160,macrophage_cappmgjproteinjaima,_^^ 
s81439_2658- 

3 186,jegrjdpha==earlyjgrowtbjrespoxise _^enejalpha_Dbiiman^mstate,_innia,_3228_^^ 
all_u02020 1985-2352,pre-b_ceU_enhancing_factor_(pbef)_iim 
15 u22055J2879-3455J00_kda_coactivator_mnia,_complete_cds 

u25165_1579-2083,fiagile_x_men1al_retardationjroteinhomolog_fol_n^ 
u56637_1987-2323,cappmgjrotein_alpha_subunitJisoforaii^ 
u57721_1126-1588j-kyniireninejiyd«)lase_i3ima,_^ 
all_ii90546_1365,butyiropMlin_(btf4)jrimia, 

20 

xl2447iinna#13_l-241:not_m^bjrecoid,aldoIase_a^en^ 
x62320cds_1527-1755:mjreversesequence,_1825-2095,inmajror^ 
alljx74262_1725-2278^bap48_nima_encodmgj»tinoblastomajbindmg_^ 
all_x76105__l 661-2208,dap-l_inrna 
25 all_y00281_l 856-23 19,nmm_forjdbophorinJi_ 

Metagene 142 

d43772_1 616-21 68,squamous_cell_carcinama_of_esophagus_mraa_^^ _jrb- 
30 7_sh2jdoinamjpioteiii,_completejDd 

d50920_2969-3419,mma_forjdaa0130_^ene,_complete_cds 

109229_2642-3099,long-cham_acyl-coenzyme_a_sytt1hetese_(fe^ 

111370_3486-4038jprotocadherin_42_nmia,_complete_cds_fo^ 

all_ml2036_1553-1732,tyrosinejkinase-type_recept»r_|ber^^ 
35 m24899_1750-2284,triiodotiiyronine_(ear7)_nima,_complete_^ 

m80783_300 1 -345 1 ,b 12jproteiii_mrna,_complete_cds 

u47634_1341-1623,beta-tub\ilin_iii_isolype_(beta-3)_i^ 

u90914_1369-1795,cloiieJ23587_inma_sequence_ 

aIljK:03363_3873-4408,c-erb-b-2jtnma 
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x63527cds_99-549:injievereesequence,j637-655,niim^ 
alLx65233_1966-2429,miim_forjrino-fmger^ 
alLx80198_1398-1939Anln64jmnia 
alLx80199_3718-4223,mln51_ninia 
5 aU_x80692_3409-3878,erk3_mrna_ 

y09836J>99-1335,mma_for_3'_utr_oOinknown_j)rotem^ 
z38026cds_63-483:in_i:ever8esequence,_536-542,nima_for_fall-39_^ 

Metagene 450 

10 

hg3548-ht3749jatjbg3548-ht3749jccaat_displacementjpro 
127559utr#l_l 1 l-166,insuIin-like_growfh_fectorjbindm 
m62782_392-958,iiis«lin-likejgixiwtbjfe 

u51336_2520-3024,mositoL13»4-trisphosphate_5/6-kinase_mma,_compl^^^ 
15 xl 6665cds_87 1 - 1 039:in_reversesequence,_l 135- 1 369,hox2h_nima_from_ttie_hox2_lociis_ 
aU_z48605j61-326,partial_iiinmJforjpyrophospto^ 

Metagene 251 

20 j02874_63-573,adipocyte_lipid4)mdingjprotem,_compl^^ 

ml5465_1955-2384,pyravateJdnase_typeJLn»nia,_com 

u25 128J2 1 00-2598,pth2 jarathyroid_honnone_receptor_iimia,^^ 

u66616_3427-3979,swi/siif_complex_170jcda_subunit_03afl 

x82539mma_13 13- 1 823 ,mma_for_mage-xp 
25 y08417_1043-1558,mma_forjnicotiiiic_acetylcholmejr^ 

all_zl 1850_55-416,inma_for_somatotropin_receptor_5*_upstream_regi^ 1850_yntype===nia_ 

Metagene 9 

30 hg371-lit26388jatJig371-ht26388jnucm_l,jBpifl^^^ 

j05582inma_39 1 0-4 1 00,pancreatic_mucin jnama,_complete_cds_ 
124893cdsJX18-679,myelmj)K)tein_zero_(po)^ene 
all_m30838_4028-463 1 ,pulmonaiy_suifactant_apopn>tein_(psap)_gene,j^ 
248633ninia_l 624-2020,mma_for_retrotransposoii 

35 

Metagene 401 

d42055_5 1 78-57 1 8,mraa_for_kiaa0093_gene,_partial_cds_ 
hg3740-ht4010_atJbg3740-ht4010Jbasic_transciiption_factorJ2,_^ 



646 



wo 2004/038376 



PCT/US2003/033946 



11 5702_1778-2279,complement_fectoO)_nima,jM)mpl^^^ 
134673nima_2853-3381,a1pase,_dna-bmdmgjrotem_(l^^ 
ml 1717mmaJ2135-2393 Jieat_shockj)rotemj(^ 
m93056_859-1273,mononcyte/aeutropM_elastase_inhibitorjai^ 
5 u00957_l 638-2136,cloneJcdbl .2 Jcac)n/(gtg)n_repeat-containing_i^ 
u09759_l 308- 1 83 O,protein Jdnase_0*i^)_i3i3ma,_complete_cds 
u48736_1195-1693,serme/threonme-proteinJdnasejrp4h^ 
v00533iiiim_39 1-9 1 5, Jfiia_geue_(interferonjalpha- 
h2)_extracted_fromgene_for_leiikocyte_(alpha)_mter^^ 
10 x99920cds_6-198:m_iwersesequence,_31-403,mnia_fOT^^ 

Metagene 39 

d26579J2683-3205,nmiajror_transmembranejprotem,_comp^^^^ 
15 hg2663-ht2759_atJig2663-ht2759Jiomeotic_jJK)tem_emx2_ 

106797_1041-1599,(clone_15) orpban_g_j>rotem-coupled_iieceptor_nima,_com 

108177_l(H2-1606,ebv_mduced_g-protein_coupled_receptor_(ebi^^ 

m30773_1983-2499,calcmeurinj>_mma,_complete_^ 

u20758inma_885-1437,osteopontin_gene,_completejc 
20 aUjxl7042j689-l 158,imimjrorJiematopoeticj?roteogl^ 

Metagene 274 

afD15910_41-433,unknownj>roteinjtmna,jpartial^^ 
25 U3800mmaj4-397,liver_expressedjf)rotein_geiie,_3*_end/gb=113800Jnt^ 

114269_I369-1729,synapticj^sicle_amine_traiisporter_(svat)_nm 

ni74447inma_2012-2510,psf-2_mma,__complete_cds 

ul0693exon#2_1196-1553,mage-8_antigenjmage8)_gene,_complete_cds_ 

ull821_363-907,fasjigand_(fasl)jtmiia,_comp^^^ 
30 x5 1985cds_1083- 1479:mj:everseseqttence,_1787-l 829 Jag-3_mmaJFor_c^^ 

relatedjprotein_mvolved_Jn_lym 

x63454cds_327-567:m_reversesequence,_659-719Mt-2_(fgf-6)j^^ 
y08564cds_1238-1688,galnac-t4^ene/gb==708564j^nl5npe^a_^ 

35 Metagene 469 

ab002380_5644-6142,iiaarna_for_kiaa0382_gene,j?artial_cds/gb=^^ 
ab003I03_2965-3463,nuim_forj)roteasomejsubuiiitjp55,_compk 
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afl)07875_501- 

10294oHchol_monophosphate_iiiamose_syntiiase_(<^ 

an_d00596„15645-l6192,thymidylate_syntase_,(ec_2,l .1 .45)_jgene,jcoinpletejcdb 
dl0522_20()0-2546;tnma_for_80k4jprotein,_complete_^ 
S dl 1094_973-1345,mma_forjaissl,_complete_cds 

dl3 627_1 3 10-1 778,mnia_for_kiaa0002_gene,_complete_cds 
dl364 1 J2748-32 1 6,mma_for_kiaa0016 _^ene,_complete_cds 
d26069_5879-6455,rnma_forjdaa0041_geae,jpartial_c^^ * 
d4395 1 ji874-5264;tiUTm_for Jdaa0099jgeQe,_complete_^^ 
10 d49493exoi*3_j403-8 1 l,gene_forbone_moiphogettetic_protem-3b 
d49738j^56-990,cytoskeleton_associatedjprotem_(cg22)_i^ 
d78 132_373-907,innia_forjras Jiomologue_enriche^^^ 
related^gtpjbmdingjprotein 

d86956_3139-3589,mma_forjdaa0201_gene,_complete_cds 

15 d87127^2088-2448,mma_forJiBnslocationjprotein-l,_^^ 
d87684_3222-3696,mma_for_kiaa0242 _gene,_partial_cds_ 
j03473mma_32 1 2-3752,poly(adp-ribose)_synthetase_inma,_complete_cds 
140357ninmJ7-463,thyroid_receptorJnteracto^ 
141887inma#l_1773-2277,spUcmg_factor,_argmine/^ 

20 l43631J2189-2753,sca£foldjattacliment_feK5tor^^^ 

ml 1353J707-1226,h33_Hstone_c_nima,_.completejcds 
ml4764mmaJJ785-3337,iierve ^owtli_fectar_receptor_mnia,_complete_cds 
m93425_2577-3 111 ,protem_tyrosme_phosphatase_(ptp-pest)_mma,jco 
ul4575_1842-2328,(ard-l)jtnma,_complete_cds 

25 u28(H2_2726-31044eadj3ox_maJielicase4ike_j>rotem_mma,_compl^^^ 

u31814_1366-1876,transcriptional_regulator_homolog^ipd3_mma,_comple^^ 
u34252_2 1 77-2579,gamma-ammobutyraldehyde_dehydrogenasejnama,_complete_^ 
u37547J2931-3477,iapJbiomologJ>_(mihb)_mma,_complete_c^^ 
u41 8 1 5 J3037-3559^ucleop03rm_98_(nup98)_inma,_complete_^^ 

30 u49844J7699-8095,&ap-relatedjproteinj(firpl)_ninM^ 

u50534_10101-10671,brca2j:egion,jtnma_sequence_cg003_ 
u59863_1541-2039,traf-interactmg_protemji-tr^^ 
u61234_986-1490,tubulm-folding_cofactor_c_mnia,_complete_.cds 
u73737mma_4359-4785,hmsh6_gene,_5*_utr_and 
35 u78575_3124-3634,68jcda_type_ijhosphatidylmositol-4-phosphate_5- 
kinase_alpha_mma,_clone_pip5kial , 
u79291_756-1287,clone_23721„mma_sequence 
alLx65488_2664-3169,u21.1_nima 
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yl4140exon_13- 

1 85,g jrotemjgene^encodingjjetasubimitjexona^ 
all_z29066_145 l-2035,nek2jODma_forj>rotemJdnase 

5 Metagene 244 

aU_m55419_2275-24705amelogenin_(amely)_gene,_3'_end_of_cds 
s41458_3026-3200,jrod_cgmp_phosphodiesterasejbela-subimitj^ 
ul 1036_121-553,ibdljnmia, jartial_cds/gb=nil 1036„/nt^ 
10 aU_z37987_2052-2198,iiima_for_mxr7_ 

Metagene 233 

m24283inraa_2420-2954,major _gix)up_rhinovims_receptor_(iiiv)_mma,_complet^^^ 
1 5 s62027__2 1 -320,_transducm_^amma_subunit_[human,_mma,_408^^^ 
u37546_2477-3012,iapjhomolog c_(inihc)_inma, coraplete_cds_ 
u46569mrna_1025-1241:injreversesequence,_300-498,aquaporin-5_(aqp5)_ge 

Metagene 8 

20 

all_d00003_l 68 1-172 1 Jiver_cytochromejp-450_iiinia,_complete_cds3ver_cyto 
450_inma,_complete 

dl7408_906-148 1 ,mma_for_calponin,_complete_cds 
d49490_1092-16445mma_forjprotem_disulfide_isomerase-ielatedjix>tei^^ 
25 d64053_3337-3467,mma_for_protem-tyrosme_phosphatase_ 
d70830_l 6 10-20 1 8,mnia_for_doc2J)eta,_complete_cds 

hgl74'htl74_at_hgl74-htl74_desmoplakinJ_ 

hg2 147-ht22 17_at_hg2 147-ht22 1 7_mucm_3,_intestinal_ 

hg3502-ht3696_at_hg3502-ht3696jiomeotic_protemjiox5,4_ 
30 hg363-ht363_atJig363-ht363jBpidennaljgrow(h_fiw5torjrecepto^^^ 
hg37"ht37 at hg37-ht37 iron-responsive element-binding protein 
j05 1 58mmaJ23 1 5-2825,carboxypeptidasejajnnia,_J3'__end_ 

all J054I2_3866-4062:inJ05412cds311-439,regCTerating_jirotein_(reg)_gene,_con^ 
k03207mma 286-748:injreveiBesequence,_772-848,prb4_locus_saUva^^ 
35 richjprotem_nima,jcomple 

102648_1312-1852Xclone_v6)_transcobalamin_ii_(tcn2)_nmia,_complete_cds^ 

110377__879-1441,{clone_ctg-b37)_mma_sequence 

113266 Jl056-4630,n-methyl-d-aspartate_receptor_(nrl-l)jtnni 

11 6464_440-752,ets_oncogene_(pep l)_inma,_completejC5ds 
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128175„1375-1933,pK)staglandm_e2_receptor_ep2_sub1ypeja^^ 
131584exon_1488-1986,gjprotem-coupled_receptor_(ebi_l)jgem 
ml9878cds_3- 

125:in_reversesequence,_1964,calbindin_27_gene,_exonsand_2, and_^ 
5 in23197_848-1388,diflFerentiation_antigen_(cd33)_inma,_complet^^ 

0i26657_l 86 l-2430,testicular_angiotensin_converting_eiizyme_inraa,_^ 
iii273 1 8_3 65-878,mterferon_(ifii-alpha-in l)_nima,_complete_cds 
aUjii28439_261-360,keratinJypegeiie 

'in30625_l 154-15544opamme_d2jreceptor,jDama^complete_c^ 
10 m35531_2832-3318,gdp-l-fucose:beta-d-galactoside_2-alpha-l- 

fucosyltxansferase_nima,_completejcds_ 

m55621_2074-2452,n-ace1ylglucosainmyltransfei^e_i_(gl<ma^ 

mS 8600mma_l 634-2 1 68,heparin_cofactor_ii_(licf2)_gene, j^onsth^ 

all_m60331_669-1094:ia_m60331cds_116,protammegene,_complete cds_ 
15 m62783_3069-3453,alpha-n-acetylgalactosaminidase_mrna,_coinplete_jcds 

m64930_2982-3366,protemjhosphatase_2aJbeta_subimit_imTia,complete_cds 

m68907_2-187,tachykinm-a_(gamma-ppt-a)_^ene,jartial_cds/gb=^ 

m83 181 cds_9 1 8-1206:iaj:eversesequence,_l 639- 1 867,sen)tonin_receptor__geiie,_complete_cds_ 

s78723inma#l_565-99 1^5-hl2ai^sen)tonin_5- 
20 ht2a_receptDr_{promoter}_0iiiman,_genoniic,_1678_nt]_ 

S80905_f_at_s80905_s80905,jl040_m_s80905cds_17- 

1067,jA2_(pib21_conl+)=H5onl_{exon_3}_|Thiuman,jeri^ 

s82075_115-283,_j)a4-candidate_oncogene_{3'jregion}Jhimian,J^ 

1 6t_transfonned_endocervical_ 
25 s83308_920-1400,_sox5=sry- 

relatedJimg_box _gene_{altematively_spUced}_[human, testis,_mraa,_1473__nt 

u02566j2456-2990^eceptor_tyrosinejdnase_tif_nima,_partial_cds 

u09 1 1 7J2 1 64-2536,phospholipase_c_deltanima,_coinplete_cds 

ul0099_938-1435,pom-2p3_mma,_complete_cds_ 
30 ul 1791_662-1 160,cyclmJijnma,jcompletejDds 

u25(Hl_atjti2504 1 JU2504 1 ,not_in_^b jreconi,5c^^ 

u27699_2929-3349,pephbgt-lJbetame-gaba_tramporter_mr^ 

u3 121 6_3 1 68-364 1 ,metabotropic _glutamate_receptorbeta_(mglurlbeta)_innia,_complete_cds 
allu33447_131 l-1888,putative _^-protein-coupled_receptor_(gprl7)_gene,_completejDds 
35 u40279cds_70-574,beta-2_mtegrin_alphad_subunit_(itgad)^^ 
30,_andjpartial_cds/gb=u40279 

u46752_1476-1872,phosphotyrosine_mdependent_ligand_j>62bJb- 
cell_isofonn_for_the_lck_sli2_domain_inma. 



650 



wo 2004/038376 



PCT/US2003/033946 



tt47334J7-307,gaiimm_ammobutyric_acid_recqptor^^ 
lflce_iiima,jartial_cds/gb===u47334_/nt>T^ 
u57650j4714-5224,sh2-con1aiiung^mositol_5«phos^^ 
u77975_l (H2- 1420,hepatocyte_nuclear_fectoi<hnf-6)j^ 
5 u79725j2240-2744,a33_antigenjprecursor_2imia,_completej^ 
alljs02958_1064-1245,mterferon_alpha ^ene__ifii-alpha_6_ 
all_x 1 3444_852" 1 357,mma_for_cd8_beta-cliam_glycoprotein_(cd8 Jbeta. 1) 
x56687cds_1698-2154:injreversesequence,_2348;tnim_forj^^ 
x57 1 10inma_25 1 0-2998,mraa_for_c-cbLproto-oncogene. 
10 dl_x60299_3486-4065AcaHg-ljrnma_for_nemal_cen^ 
finding_molecule_hoxiiologu 
x7p083iimia_166-46JO,abp-2804ike_iiiim^ 
x76 132iiimajl097-4583,dcc_mma 

x795 1 0cds_3 1 65-3459:m_reversesequeiice,_3839-397 1 ,innia_forj>rotein-tyrosme-phosphatase_dl 
15 all_x80026_1785-2363,b-.cam_mma 

all_x8 1 882_2 1 53-2682;tmna_for_for_vasopressin_activated_calci^ 
like_j>rotein_ 

x82324cdsj866-1055:in_reversesequence,_1096-1450,bmiiijmna_ 
x82877cds_1533-1809:m_iwereesequence,_3974-4n8,na+-d-glucose_cotr^ 
20 x86371cds_2629-3129,xnniajforjamour_supp 

x91348nima_893-121 l,predicted_non_codmg_cdna_(dgcr5) 
yl0936_637-1027,nmia_forjhiypotheticaljprotein^ 
yl3153_1404-1950,tnma_forjcynuremne_3-monooxygenase/gb^ 
aU_z80787_563-700M/jjgene. 

25 

Metagene 348 

ab005535_1056-1635,ninm_for_clock,jartid_cds/gb=ab005535_^^ 
ad000684cds#l_934-1252:m_reversesequence,_16809-17037,_Usch7_gene^ 
30 zip_traiiscr 

d26068_2056-2398^ma_forJdaa0038^ene,_partiaLcds_. 

d26362_2475-2985,imiia_forJdaa0(M3^ene,_complete_cds 

d26561cds#4J- 

237:m_reversesequence,_4010:not_in^bjrecoid,jorf^^ _^enejextracted_firomp 
35 d29013_664-12343nmia_for_dnajolymerasejbeta,_completejcds_ 
d3 1 886_3076-3592,mma_for__kiaa0066_gene,_j)artial__cds_ 
d38293J2926-34004imiaJfor_clallmn-like_j)rote^ 
d44466JZ575-31 15,mrna_forjproteasome_subunitjpl 12,_complete_cds 
d50525nima_3316-3886,nOTia_for_ti-227h/gb=d50525j'ntype==^ 
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d63486J5877-6267,iimia_forJdaa0152jgene,_completejcds 

d63881_3840-4278,nima_for_kiaa0160jene,jpartid_c^^ 

d64154J786-1254,iimm_for_inr_l 10,000_an1igeii,_completeMDds 

d78156cds__888-l 140:in_reversesequence,_2058- 
5 2292;,nima_for_rasgtpase_activatingjprotein,jartial_^ 

d80002jW30-4938,imna_forJdaa0180^ene,jpartiaLcds_ 

d82348_1479-1947,mma_for_5-ammoimidazole-4-carboxamide-l-beta-d- 

ribonucleotijde_Jransformylase/ino 

d85758JJ14-748,mrtm_foiprotemJhomologous_to_dro 
10 d86979_5308-5842,mnia_forkiaa0226 ^eue,_complete_cds 

d90084exoiKl^l0-8_36'41,pyravate_dehydrogeiiasej(ec_1.2.4J)jalpha_^^ 

hgl 10-htl 10js_atjigl 10-htl 10Jhieten)geneomjauclear_ribonucleoprotemja/b_ 

hgl 869-btl9(M jatJigl869-htl904_malejBrihaiiced_antige^^ 

hg2274-ht2370_atjig2274-ht2370_majpolymeraseji,_14.5_kda_subiinit_ 
15 hg662-ht662_at_hg662-ht662_epstem-barr_vims_small_ma'as 

j046 1 1_1 533-2061 4upusjp70_(ku)_autoantigenjrotein_iiuna,jcomplete_^ 

k035 1 5mma_1392- 1938,neiu*oleukmjnirna,_compIete_cds 

102426_l(H0-1556,26s_protease_(s4)jregulatoiy_subumt_i3ima,jDom 

116896_1717-2257,2inc_fmgerjprotein_iimia,jcomplete_cds 
20 120773_1025-1517,ninia_m_1hejregionjaear_th^ 

12585 1_3332-38 12,integrinjalpha_e_nima,_completejcds 

137 1 27mniaJ73-553,(clonejn£ 1 8)_nia_j)olymerase_ii_ninia,_complete_cds 

m24398inma_522-970,para1hymosin_mnia,_complete_cds_ 

ni25077mma_1310-1712:m_reversesequence,_l 760-1826,88- 
25 a/ro_ribonucleoprotein_autoaiitigen_60_kd_subun 

m58028mma_2999-3401,ubiquitin-activating_enzyme_el_(ubel)_m 

m84332exon#4_764-1226:injreversesequence,_2337-2397,adp-ribosylation_factorgene 

u 1 2465_1 9-367^bosomaljprotein_135_mnia,_complete_cds_ 

u2 1 090_1 1 09-154 1 ,dna jolymerase_delta_small_subiraitjtnrna,_comple^^^ 
30 u564 1 8 J785- 13 1 3 Jysophosphatidic jacidjacyltansfetase-beta^nu^^ 

u79716„l 1015-1 1537,reelm_(reln)jmma,_complete_cds 

u8 1554j*3 l-839,camJdnase_u_isoformjrama,_completejcds/gb=^ 

u866i02_772-1240,nucleolarj)roteinj)40_mma,_complete_^ 

u90426_959-1439,nuclear_nia__helicase,_complete_cds_ 
, 35 . u909 1 5_1 22-674,clone_23600_cytochrome_c joxidase jsubunit_iv_mma, jco 

all_xl4346_1969-2534,nima_for_eosinopluljpen)xidase 

x52851mma_152- 

692, jeptidylprolyMsomerase gcne extracted &omcyclophilin gene for cy^ 
x58401inma_356-900,12-9jianscript_ofjuiireaiia^ 
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x59543inma_2500-30 1 6,iDmia_for jnl_subumt_ofjibonucleotide_iT^ 
aUjx60486_394-737,h4/g_geiie_forJi4Jiistone 
alljJt69 141 1444-1997,niniajror_squalene_synthase 
2;21507cds324-802:injreversesequence,_901-955,ef-ldelta_gene_ei^^ 
5 delta_ 

Metagene 220 

dl3631J2795-3373,nmia_forJkiaa0006jgene,_comple^^ 
10 dl6581_42-552,mma_for_8-oxo-dgQ)ase,_complete_cds_ 

d30755_l 189-1633,imiia_forjdaa01 13_gene,jpartiaLcds_ 

d38048_39 l-919,inma_for jioteasome_subunitjz,_complet^^ 

d49818_1445-19195mmaJFor_fiiictosej6-phosplmte,2^ 

bisphosphatase,__partial_cds__ 
15 d63487_2889-3369,mma_forjdaa0153__gene,_partial_cds_ 

hg3989-ht4259_at_hg3989-ht4259_cpg-eimched_diia,_clone_el4_ 

j04948inma_1898-2432,alkalinej)hosphatase_(alp-l)_mma,_complete_c^^ 

116862_2289-2763,gjprotem-coupled_receptor_kinase_(grk6)_im^ 

11 9605_1483-19 15,56k_autoantigen_annexmjKi_gene_mnia,j^ 
20 133801_860-1334,protBinJkinase_rama,jcom 

B8S93]miaa#l_2-200^tegral_memb]:Bnejp]X>tei^^ 1 )_gene,jexon_5 

142243exon#2j2604-3066,_ift[ai2_jgene_(interferonjrecqptor)j^ 

2od3)_interferon_re 

ml5796_660-1152,cycliii_protem_gene,_coinplete__cds 
25 m25897iiima40-359,platelet_factor(pf4)_mma,_com^^^ 

in282 1 1_1 76-650,g1p-bmdmg_protein_(rab4)_mma,_complete_cds 

aU_m32639_3894-4064,salivary_statherin_gene,_5*_flai^ 

m5567 1 mma_968- 1448,protein_z_(plus_66_bp_insertion)_imiia,,_compl^^ 

m63589nima#l_4159-4573,stem_ceU_leukemia_j;ettej 
30 s6643 l_5869-6361,_ibp2=i«tinoblastomaJbmdmgjprotempiuman,_^ 

b_celMeukemia,_innia,_6455_ 

s74221„317- 

695,_ikr=ik_factor_[human,_leukemic_c»lls_k562,_chrom^ 
u03 634_1 244- 1 652,p47_lbc_oncogene_inma,_complete_cds_ 
35 . u05255_l 59-261 ,glycophorin_hep2_inma,jpartial_cds,glycophorm_hep2_^ 

u20499exon# 1 0_1 85-43 1 ,thermolabile_j)henol_sulfotransferase_(stm)_j;ene,_complete^^ 
u27325J712-1266,thromboxane_a2jreceptorjD(mia,_comp 
u32315_1374-1842,syntaxiiimma,_complete_cds_ 
u43203_1561-2060,thyroid_ti:anscripdon_fector(ttf-l)^^ 
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u43753exon_9-237:not_in^b_record,fetaxin_(firda)_gene,^ 

u56085_2568-3048,periodic_tiS^tophan_protemQ>w^ 

u79299_988-14625neuxonal_olfectomedin-i»lated_er_localized_j^^ 

u82306_135-225,uriknownj>iotem_inma,_j)aitial_cds/gb=^ 
5 u86782__591-1077,26s_proteasome-. 

associatedjpadl_homolog_(pohl)_mrna,compIete_cds/gb=^86782_^ 

u8887 1_9 1 0- 13 1 2,hspex7p_(hspex7)_mma,_complete_cds 

u89606_521-917,pyridoxaljdnase_mnm,jcomplete^ 

u96094_l 93-667,sanjoUpin_(sln) jiiirna,__complete^cds. 
10 x56253mma_1914-2274^pr46^ene_for_46kd_mannose_6-phosphal^^^ 

x61587inma_701-1259,rliog_inma__for _^gtpase_ 

an_x78549_1912-21 86,brkjtiinia_for_t^ 

x95384_435-807,mma_forjunkaown_14kda_piotem 

x99720mma_1458-1944,tprc_^ene 
15 zl8948exon#3_69-465,mmajbr_sl00e_calciiimj3indmg_protein_ 

z48804iiinia_1006-1528,inma_(ocular_albinism_typerelat^^ 

Metagene 147 

20 an_ac000061J8132-57268:in_ac000061cds#l_720- 

760,_wugsc:h_133k23.1c jgene_extracted_jfrombac_clone__13 

ac000062_lI0059-110206:m_aU_ac000062_109961-109993,pac_clone_2g3a_from_13ql^^ 
d50640exon_700-l 132,dtia_for_phosphodieaterase_3b_ 

25 Metagme412 

d87462J3013-3403,mma_forJdaa0272_gene,_partial_cds_ 
d89858_671-1157,imim_forjd~aspartate_oxidase,_complete_cds_ 
ml0050mnia_25-424,liver_fatty„acidj3inding 
30 u637 1 7_402-852,bsteoclastjstimulating_fiictor_inraa, 

Metagene 128 

d3 1 765_3735-4 1 9 1 ,mma_for_kiaa006 l__gene, jpartiaLcds_ 
35 d84239_15949-16339,mma_forJg^fcJ>mding_protem,_complet^^^ 

hg3 6-ht4 1 0 l_s_at__hg3 6-ht4 10 l_polymyositis/scleroderma_(pm-scl)_autoantigen,_altsplice_2 

U0665inma_1623-2049,gtp-bindingjprotem_superfamity^ 

olf_subumt_(oIfactoiy)jtnraa,_ 

113203_1536-2064,hnf-3/fork-headJiomolog-3Jifh-3jmma,_^^ 
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134075_7342-7912,fkbp'rapamycinjSBSociatedjjro^^ 
all_m 1 0942_42 1-17 625metallothioiiein-ie_gene_(hmt-ie)_ 
in21389mma_1754-2192,keratinjtype_iij(58Jcd)jna^^ 
m21812_61-592XclonejpwWc2-24)_myosin_light_chaiimin^ 
5 m57399_434-998,nerve _^gmwth_fector_(hbnf>l)_mma,_complete__cds_ 
m96803_6960-7482,geBeralJ?eta-spectrin_(sptbnl)_mma,_complete_c^^ 
u06863_1416-1938,folUstatm-related_protein_precursor_mm 
u0881S_2346-2676,spUcesoinaljprotein_(sap_61)jmnia,_compk^ 

10 Metageiie460 

m62994_1478-l 964,thyix)id_autoantigen_(tnmcat^^ 
u00968_3595-4069,srebp-ljtnrna,__complete_cds 

u53468__862- 1 390,nadh:ubiqumone_oxidoreductase_subijnit_b 1 3j(bl 3)jaMna,_complete_cds 
15 u7975 1 J2 17 l-2615sbasic4eucine_zipper_mclear JTactorjQe^ 
l)jmma,_compIete_cds/gb==u7975 l_/ntype=ma 
xl4S85nmka_2506-255E,gmeJbrJJWiisforadn 
beta_3)_exon(andJoiiied_cds) 

20 Metagene 179 

d42 1 3 8_1 3 7 1 - 1 833,mma_forj}ig-b,_complete_cds 

d45 1 32_5577-6099,kidney_mniafor_zmc-finger_dna-bindingjp 

hg39 14-ht4 1 84_s_at_hg3914-ht4 1 84_cell_division_cycle jrotem_2-related_proteinJdnase^ 
25 hg4144-ht4414_atJig4144-ht4414_2inc_fmgerjrotein_h2f6 

110333mmaJ2590-3166,neuroendocrine-specific_j>roteinjaj(nsp)_mm 

m31328inma_1054-1480,guaninejtmcleotide^^ 

m96944_2724-3252,b-ceH_specific_transcription_fa^ 

u25138_676-l 168,inaxikjotassiiim_cluixmelJ)et^^ 
30 u57629_2195-2735,retiiutisjpigmentosa ^tpasejregulator_(ipgr)_mma,_complete_cds_ 

u68494_1290-17644ibc647_mma_sequeiice 

\i80457J2243-2645,transcription_£EKitorj5un2j5hca^^^ 

x59842mma_232 1-286 1 ,pbx2_mma 

alljy^7759_5956-6377,nima_for_myosin_heavy_chain_12 
35 aU_y08976_956-1548,mma_for_fevjprotem_ 

250 1 1 5 cds_l 7 82-20 1 1 ;m__reversesequence,_2 181- 

2473,mma_forjthimetjDligopeptidasej(metall^^ 

Metagene438 
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abOOOl 15_1469-1973,_complete_cds 

dl4664_3255-3639,mmajbr_kiaa0022_gcxie,jx>mplete_cd^ 

d26361_5991-6543,mriia_for_kiaa0042_fiene,_complete_cds 
5 138951inma_361 l-4151,importm_beta_subuiut_mma,_compk^^ 

140399mma_993-1467,(clone_s240iil 1 7/zapl 12)_innia,_complete_cds_ 

ml5353nmia_1277-1769,cap-bmdmgjprotem_mma,_^^ 

m69043j985-1459^adr3jtmnajBncodingJkb-likejactivi^^ 

u05040_l 8 14-2282Ase binding protein mma, complete_cds_ 
10 u08998_962-1280,tar_nmjbindingjprotein(tibp2)jara^ 

u2243 1_3070-3644 Jiypoxia-inducible_.fectoralpha_(hif- l_alpha)jmma,_completejcds_ 

u41515_61-397,deletedJn_5plitJiand/spUt_foot(dssl)jinm^ 

u43522_3580-4072,ceU_adhesionJdnasej5eta_(cakbeta)jmma,j^ 

u441 1 lmma_l 108-1642,Wstaminejn-methyltransferase_(hnmt)_gOT^ 
15 u5 1 166_2941-3361,g/t_mismatch-specificJhymine_dna_glycosylasej3^ 

u70063_1750-2266,acid_ceramidase_mma,_complete_cds 

all_x83228_3359-3561,mnia_forJi--cadlierin 

Z7958 1 exon_19-226,laz3/bcl6_gene,_firstjion_coding_exon 

20 Metagcae297 

141690_906-1332,tnfjTOqptor-I_associatedjrotein_(tadd)_^^ 
s78693_2-40,_alpha_creb-l==cyclic_ampjt^poiise_elOTrat-bindingj)ro 
l_alpha_isofonn_{altematively 
25 x05 1 53nmia_264-678,_alpha4actalbumin jrecvirsor_gene jextmcted_firom 
all_x06956_5299-5359Jhalpha44_gene_for_alpha-tubulin,jBXons_3-jan 

Metagene 471 

30 d21852_367M241,numJbrkiaa0029 ^ene,_pardalj5ds_ 

d25303_2993-3539,mnm_foMntegrin_aIphaj5ubunit,jco 

d25538_5613-6147,mma_forjdiaa0037jgette,j5omplete_cd^ 

d28791exon_1763-2267,pig-a_gene,_5'jaankingjregion_and 

d30758_1965-2469:»inma_for_kiaa0050_gene,_complete_cds 
35 d42041_3435-3771,mnia_for_kiaa0088_gene,jpartial_cds_ 

d509 1 1_3298-37 1 8,mma_for_kiaaO 12 l_geiie,_compIete_cds 

d63506_1940-2435,mma_forjtinc-18homologue,_completejcds 

d79983_5024-5498,mim_forJciaa0161_gene,jDompletej£kls 

d80003j6029-6395,mnia_forJdaaO181 ^ene,_partiialjcd5_ 
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d83032_60l6-6364,mma_forjauclearjrotein,_rp220,_com 
d83777j4475"5003,mmajbrjdaa0193_gene,„complete_c 
d86962_5028-532843ama_for_kiaa0207jgene,_complete_cds 
d86969j*436-4886,mma__for__kiaa0215_gene,__complete_cds 
5 j03 1 6 1 mnia_3 636-4 1 22,serum_rcspoiise_factor_(srf)_mma,_complete_c^ 
j03779nima_4985- 

5459,coinmonjacute_lymphoblasticJe«keiiiia_anti^ 

119067_2335-2419^f-kappa-bjhanscription_fectorjp65j5ubim 

129218nmia_1408-1894,clk2j[nnia,_completejcds 
10 135035xiiim_629-1079,ribose_5-phospbate_iscmierase_(rpi^^ 

135240cds_l 065-1323 :mjreversesequaice,_143 1-1 533,enigina^eae, complete, cds_ 

all_ml6505_6015-6520,steroid_sulfatase_(sls)_nmia,_complete^ 

m23 1 61_3287-379 1 ,transposon-like_elementjtnrna 

m29550_2005-2317,calcmeurin_al_.mma,__complete_cds_ 
15 m33552mraa_1042-1546,lympbocyte-specificjrotein(lspl)_mma^^ 

m34057_4720-5044,transformmg_growtfa_factor-betabindm^ 

m87770_3759-4125,fibroblast ^owlb_factor_receptor_(k-sam)_nuBa,_complete_cds 
u0203 1_3660-41 82,sterol_regulatoiy_elementJbindingjprotem-2_i^ 
ul6660j685-1153,peroxisomal_enoyl-coajiydiatase-likejprotem^ 
20 u35376_2006-2254,repressor_traiiscriptioiid_fectorjCzii^ 

ii58048_l 891-243 1 ^etallopeptidasej>rsm 1 jtnma,_complete_jcds_ 

u73524_1866-2304,putative_a«p/gtp-bmding_protemj(heab)„nim 

u78556_2774- 

3248,cisplatinj:esistance_associated_alphajrotein_(hcra_alpba)_^^ 
25 all_xl6396_1543-2 1 02,mniajbrjaad- 

dependent_methylene_tetrabydrofolate_dehydrogenasejcyd^ 
all„x77744 J467-1750,fl l^nima 
x907804xinia_255-765,cardiac_top<min_i_gene,_e 
alLz48481_2878-3347,mnm_for_membrane-type_mat^ 

30 

Metagene 439 

dl 3 645_1 5 1 7-2027,mraa_for_kiaa0020_gene,_compIete_cds 
v00542mma_375-902,jtnessenger_ma_forleukocyte_(alpha)_interferon 
35 all_x62822_2104-2645,gene_encodmg_beta-galactoside_alpha-2,6-sialyltr^ 

Metagene 256 

hg210-ht210_s_atjig210-ht210 _galactokinase 
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j02923_2574-3132,65-kilodaltonjhosphoprotein_Cp65)^^ 
104270_1613- 

21 1 l,(clone_cdl8)Jimiorjaecrosis_factor_xecq>torrelated^ 
106633_1 153-1669,tramcription_factor_mma,_compl^^^ 
5 ml4219_1375- 

1753,chondroitin/dennatan_sulfatejproteoglycan_{pg40)_corc_^ 
m21624nima_603-1149>cell_receptor_delta_chain_ninia_^ 
m76766j579-1129,transcription_factor_(tfiib)_nim 
u88964_130-5684iem45_mma,__complete_cds 

10 

Metagene 235 

hg67-ht67_f_atJbLg67-htfi7jrinc_£uiger^^ 

ml8728nima_1932-2460,nonspecific_crossreactmg_antigea_mma,_complet^^ 
15 »i29540_261 6-2949,carcinoembryoiuc_antigen_mma_(cea),_complet^^ 

m36803ex(m_142-352:not_in_gbj:ecord,hemopexm_gene 

m55284_1800-2364,protemjdnase_c-l_(prfccl)_mma,^^ 

ul3913J3871-4120,]arge-conductance_calcium- 

activatedjotassium_chamelj(hslo)jmma,__complete_cds_ 
20 ii34879iimm_1628-2073,1745eta-hyd«>xysteroidjdehydrogen^ 

u69140_297-846,2ygimijaima,_j)artial_cds_ 

Metagene 375 

25 m37981_1751-1829,alplia- 

3_neuronal_nicotMc_acetylcholme_receptor_subimit_mma,_compl^ 

m74290_l 26 1 - 1 74 1 ,substancejp_receptorjproteinjmna_ 

m76729_6573-7077,pro-alpha-l_(v)_collagen_mrna,_complete_cds_ 

s46622_1569-2055,_calcineiiria_a_catalytic_si*m Jliuman,_testis,_ninia,_2 1 34jttt] 
30 Ul0473_333-895»clonejp4betagt/3_be1a-l,4- 

galactosyltim8ferasejtiui3ia,jaiiial_cds/gb=^ 

ul 672Qmma_959-l 508,interleii]dn{illO)_gene,jcomplete_cds 

u28015_1201-135 1 ,cystemejprotease_(icerel-m)_iimia,_com 

u80184mma_3661-4093,flu_gene,_complete_cds_ 
35 u89336exon#46-49_2- 

143:in_fullsequence, 26932:, uiiknown__gene_extracted_fr^ 

x52221mina_1674-2244,ercc2__gene,_exoiis&(partial)_ 

x690903322-4880,mniajfor_skeletal_muscle_190kdjrotein 

x76302exon#3_386-923^-l_mraa_forjutetivejnucleic_acidJ>mding 
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x91 141mrttaJ2412-2904,iimm_for_rabaptin-5 jrotein^ 
alljx91249_2428-2855,ninia_forjwhite jgenej)rotein_ 

Metagene 107 

5 

d0059 1 exon# 14_597- 1 04 1 ,rcc l_gene,_complete_cds_ 
d28 1 14_780. 1 278,mnia_.forjnobp_(myelin- ^ 
associatedjoiigodendrocyticjbasicjrotem),jcomplietej^ 
d50532_839-1283,mma_for_macOTphageJ[ectm_2,_compk^^ 
10 d56495_l 102-1600,nmia_forjreg-refeted_seqiience_derive^^ ' 
12 1993_1 527-2Q13,adenyIyI_cyckse_imxia,_3'_endjofjcds 
m32313mma_1537-2047aSteroid_5-alpha-reducfcase_ninia,_complet^^ 
aU_z46788_1637-2082»mmaJbrjC5yHcm_ii_ 

15 Metagene 209 

all_dl 1 139_1902-2407,gene_for tissue_iiihibitor_ofjnetaIlo^ 

dl2775_3124-3662,mmajFor_eiytbrocyte-specific_amp_deainm • * 

d88799jt3-379,mriiajbr_cadherin,jpaitial_cd^^^ 
20 hg4263-ht4533„atJig4263.ht4533_iikr-plajprotem_ 

m32598cds_2214-2448:m_reversesequence,_146-- 

368^uscle^Iycogenj)hosphorylase_(pygm)_gene_ 

m80397_2847-3368,drajpolymei^e_delta_catalytic_subunit_iira 

s42457_24 18-281 4,cncg==rodjphotoreceptor_cgmp- 
25 gated_chaimel_[human,jretina,jaima,_2857_n^^ 

s81916_98- 

146,jphosphoglycerate_kinase_{altematively_spUced}_[humaQ,jphosph^ 

u4037 1_2 1 29-259 1 ,3*_,5'_cyclicjtiucIeotidejphosphodiesterase_(hspde 1 c 1 a)__mma,_compIete_cds_ 
u41 8 1 3_8 1 6-1290,iJiomeoprotein_(boxa9)jnoma,jpar^ 
30 u725 14 JJ05-837,c2fjmuntta^complete_cds 

x62055cds_1413-1767:injreversesequence,_2028-2232,pfplc_mma_forjpro^ 
tyrosinejphosphatase^l c_ 

Metagene 341 

35 

u 1 703 3_5092-5578, 1 80Jkda_transmembranejpla2 jreceptor_nima,_coinplete_cds 
u77949J2079-2622,cdc6-related_j)ix)tem_(hscdc6)j3mia,_comp 

Metagene 82 
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ab00M60_4262-4724^clone_res4-22b,_complete_c^ 

af00755 1_1 6-574,betlpJaomolog_0ibetl)jinma,_complete 

dl2763_882-1314,mma_for_st2jprotem 
5 62 1 337_5825-6353,inma_for_collagen_ 

63 1 797exon_752- 1 274,cd40_Hgand Jcd401)_^ene,_5'_flanking_regioii_and_ 

d84276_909-1185:m_reversesequence,_1299-1305,mma_for_cd38,_complete^ 

d87024cds#5_85-283:m_reversesequence,JZ475- 

39492,(lambda)_dna_for_iimnimoglobin_light_cham^ 
10 d87119J3614-4160,canceUoiisJbonejc)steoblastjiinm_fcff^ 

I14542_664-9824ectin-like_type_nJntegiBl_memb^ 

132 140_1 68 l-2227,afeminjiinia,_complete_cds_ 

l41870_4412-4814^tinoblastDim_sttsceptibiUtyjiotei^^ 

m27394cds_459-860:m_reveraesequence,_1054-1101,b-lymphoc^^ 
15 siirface_antigen_bl_(cd20)_ 

m77698_1764-2310,gH-kmpplejrelatedjrotein_(yyl)jDama^^^ 

u03 1 05_l 538-191 6,b4-2 jprotein_mma,_complete_cds_ 

u41344j3inia_1478-1988,prolargm_^relp)_gene,_5'_flank^ 

u73499innm_29-200,hepatic_iiuclear_factor_.l-alplia_(tcf- 1- 
20 alpha)jgene,_promotoj:egion_andjpartial_cds 

x5 1 804cds_400-532:injreversesequence,_820-l 162,pmi_gene_for3jputativej:eceptorjprotem_ 

yl0204mnm_49-505,imiia_forjcd77jprot3em/gb==yl^ 

Metagene 440 

25 

dl 0925^1 613-2 123 ,mma_for,hml45 

u29680_251-659,aljprotemjnnia,_complete_cds_ 

u45878_2591-2689,inhibitor_ofjapoptosis_proteimn^ 

30 Metagene 485 

d87682_5800-6286,iiuiia_forjdaa0241^ene,jpartial_cds_ 
d87742_5513-5921,iniimJForJdaa0268jgene,jpai1ia^^ 

d89050__69 1- 1 2 1 9,mrna_foMectin-like_oxidi2ed_ldl_receptor,_compIete_cds_ 
35 120688_864-1 1 SS,gdp-6issociationJnhibitor^rotebxJily-g^ 

m3 1 1 58_2670-32 1 6,camp-dependentj)rotein_kinase_subumt_rii-beta_m^ 

u63542J303-750,putative_fap_jprotein_nmia,jpartial_cds 

u95740mma#2_1995- 

2457,_362g6J_gene_(uiiknown_protein_cit987sk_362g6_l)jBXtrac^^ 
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aU„x05409_1388-1965^a_for_imtochondiM_ddehyde_^^ 
Metagene 308 

5 ul 45 1 8_859- 13 1 5,centromere jrotem-a_(cenp-a)_iiima,_complete_cds_ 
u31 1 16_1448-2012,beta-sarcoglycan_a3b_iiinia,_complete_cds_ 
aU_u58675_25626-39844,_orl7- 

228jgenejextmcted_fromolfactory_receptorjgenejcluster^^ 
u64573exon_58- 
10 164,coimexin43jgapJimction_pn)fem_(coimexm43)^6ne 
aHjK99142_128I-1702,mma_forJiairJcemtii^ 

Metagene 140 

15 ab002365_5053-5617,mma_forjdaa0367_gene,_j)artial_cds/gb==ab002365_/n 
hg3729-ht3999_f_at_hg3729-hG999JiomeoticjproteinJipx-5 
107077_3277-3661,enyol-coa:Jiydratase_3-iiydroxyacyl- 
coa_dehydrogenase_(ehhadh)_innia,_coiiiplete_cds_wi 
11 1 353_1 698-2202:inj:Teversesequence,_2208-22 14,moesin-ezrin-radixiii- 

20 likejprotein_niina,_coTOpletejcds_. 

alM12052_3408-3871,campjphosphodiesterase_nima,_3'_end_ 
I27050_n66-1508,a5>oKpoprotein_f_(^oQ_mnia,_complete_cds 
136847cds_l 044- 1 578,(clonejpl 7/90)_rearrangedJdiironate-2- 
sulphatase^homologue _gene/gb=136847„/ntype 

25 176569inma_6762- 

7284,(clones_cyg3,_b5p6c4)_fi^gile_x_e_mental_retardation_syndrome_j 

m2 1 535_2603-3 101 ,_m 1 7390erg_protein_(ets«related_gen6)_jnnia,___complete_cds 

u28687„l 710-1 983,zmc_£mger_containmg_j>rotemj2nfl 57_(2nfl 57)_mnia,_complete_cds_ 

u34380_rnal_s_at_ii34380_ii34380^t_in _gbjrecord,_tec_gene_extracted_fromprotem_tyrosineJd 

30 iiasejtec_ / 

235309cds_3385-3727,mma_for_adenylyl_cyclase 
all_z79693_2421-3018,mnia_for_j)rotein-tyrosinejhosphatase_^ 

Metagene 286 

35 

dl4446_794-1166,hjfrep-l_i)ima_for_unknown_j3rotein,_compl^^ 

d21262_3210-3663,mrna_forjdaa0035_gene,_partial_cds_ 

d28383j4- 

37,mma_for_atp_syn11iasejb_chain,_5*_utr_(sequence_from^ 
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d42063_9590-9962,inma_forjranbp2_(im-binc^ 
d87453J2(M6-2586,mim_forJdaa0264_^ene,jpartid„^^ 
hg3088-hm63jatJig30884il3263„spUcing_fector_sc35,jal^^^^ 
148692_58 l-1067,(clonejp5-23^3Lmma 
5 m74558_4849-5 1 70,sil_mma,__complete_cds 

u2825 1 exon_l 1 92- 1 642,krueppel-t3^e_zinc_finger_protein_(znfl 69)_gene,_^ 
u33632_1401-1839,two_j)-domaia_k+_channel_lwik 
tt41745_296-794,pdgf_associated_protein_mma,_complete_cds 
u96131_1638- 

10 21 30 Jbpvl 6_el.jm>tein j3mdmg_pn>teinjBinia,_^ 3 l_/n<ype=Tiia_ 

x82206cdsJ769-l 107:m_reversesequeiice,_l 192-1410,inriia_for_alpha-ceiitractiii 
zl 5005cds_7614-7968:m_reversesequence,_8076-8 1 84,cenp-ejiinia_ 

Metagene 95 

15 

dl3630J2433-2919,mma_for_ldaa0005^ene,_.complete_cds 

dl4530_55-403,homolog_o0^east_iibosomaljrotem_s28,_complete_cds_ 

dl4658_859-1285,0ima_forJdaaOl 02 _gene,_compIete__cds_ 

d21090„2298-2868^majfor_xp-c_repair_complementmgjprotei^^ 
20 d25218_l 125-1575;amia_fprjkiaa01 12^ene,_partial_cds_ 

d43948_6033-6549,ninia_forjdaa0097_gene,_complete_cds 

d45248_389-773,nima_for_proteasomejactivator_hpa28_subum 

d50663_235-625,innia_for_tctell_gene,_coinplete_cds 

d61380_258-762,mma_for_dj-l_protem,_complete_cds_ 
25 d63480_2623-3 1 87,mma_forjdaa0 146_gene, jpartialicds_ 

d76444inraa_2828-3362,hkf-l_mma,_coinplete_cds 

d80005j*364-4862,nmia_for_kiaa0183_gene,_partial_cds_ 

d87076_5065-558I,nima_forJdaa0239_gene,_j)artiaLcds_ 

d87440_3807-4245,mnia_forJdaa0252_gene,jpaitiaLcds_ 
30 d87466_3602-4124,,nmia_forjdaa0276_gene,jpai1ial_^ 

d87470_6278-6794,iimia_forjdaa0280_^ene,jpaitial_cds_ 

d88378_2857-3157,mmaJfor_proteasome_inhibitor^^ 

d90086exon#10_9- 

489:not_m_^b„record,pymvate_dehydrogenase_(ec_1.2.4J)J)eta_^^ 
35 j04543_l 215-1 725,syaexm_nima,_completejcds 

j04615mma_833-1265jupus_autoantigen_(small_nuclear_ribonuclepppr^ 
d)_mma,_coinplete 

aUJ04982_4001-5444,hearl/skeletal_miiscle_atp/adp_transloc^^^ 

106 1 32_1 325- 1 72 1 ,voltage-dependettt_amon_chaimeMsofonn(vdac) jnmia,_com 
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110284_3582-4038,integral_membiane_proteiii,^ 

113977_1675-2017,prolylcaiboxypeptidase_ninia,jcojiq>lete_^ 

119527 J3 l-415,ribosQmaljprotemJ27_(ipl27)jQmia,jcomple^ 

B2977ninia_680-1124,(clone_fl7252)_ubiquinol_cytodTO 
5 siilphurj)roteia_(uqc 

all_m 1 2783_3467-3 780,c-sis/platelet-derived jgro wth_fector(sis/pdgQ)_mnia,_coinplete_cds_ 

aU_ml9645_4941-5470,78_kdalton_glucose-regulatedjprotem_(gip78)^ene,^^ 

m21259_at_m21259jtn21259,not_m_5bjrecord,alu^ 

^ribomicle 
10 m22760_142-5864mclear- 

6ncoded_mitochondiM_cytocfarom6_c_oxidase_va_subumt_i^^ 

m23613_701-l 2 1 7^ucleophostmn_mnia»_compl6te_cds_ 

dl_m32405_2395-2832:inm32405cds_3 16- 

347,homologuejofj:at_insulinbma__gene_(rig),_exons_4-^^ 
15 m80335_574-8865protein_kiiiase_a_ca1^ytic_subunit_in^ 

m86667_1037-1517,nap_(nucleosomejassemblyjprotem)_mra 

in93036mma_987- 1 353 :injreversesequence,_527-545,(clone_2 i 726)_carcinoma- 

associated__aiitigenjga733-2_( 

uQ723 1 J2329-2647,g-rich_sequeiice_factor- l_(grsf- 1 )__mnia,_completejcds 
20 u07857_173-677,JbMmarikdajaliijmaJbm 
u09813iiima_22S- 

76S»mitochondrial_atp_synthase subimit 9yj3^ene_copy>_m gene encoding m 

ul2595_1663- 

2083,tiunor_necrosis_factor_typereceptor_associatedjprotein_(to 
25 ul8062_1678-2152,tfiid_sub\mit_tam55_(tafii55)jnm 

u44772_1738-2176,palmitoyljprotem_thioesterase_ninia,jcomplete_cds_ 

u50733_1132-1642,dynamitin_mma,_complete_cds 

u58089_1599-1941,hs-cul-3_mma,_partial_cds 

u62800_l 8 1 -535,cystatm_m_(cst6)_inrna,_complete_cds • 
30 u66879_394-928,bcl-2Jbindmg_component(bbc6)_nmia,jcomplet^^ 

x023 1 7cds_25 1 -37 1 :inj-eversesequence,_53 1 -83 1 ,iimm_for_cu/zn_superoxidejdismutase_(sod) 

alljx:52979J759- 

895:not_m _gbjrecord,_smbjprotein_gene_extracted_fromgene_forjsmall^^ 
x56468nirna_1303-1789,nmia_for_14.33jrotein,_ajrotem_fc^ 
35 x594 1 7cds_3 1 9-709:in_reversesequence, J8 13-861 ,pros-27 jtnma 

all_x75252_i083-1408,phosphatidyledianolamine_bindingj>rotem_nir^ 
all_x9 1 809_980-l 533,mma_for__gaip_protein 

250749cds_689-1055:injreversesequence,_1088-1274,sds22-like_mrna 
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Metagene 476 

d00763_609-1035,mma_forjix>teasome_subi^ 

dl4661_1027-1579,mma_for_kiaa0105_gene,jcomplete_cds 
5 d43949_2627-3143,mma_for_ldaa0082^ene,jpartial_cds_ 

d63879_3065-3599,nima_for_kiaa0156^ene,_complete_cds 

d86973_7230-7716,mnia_for_kiaa0219 _^ene,_partial_cds_ 

bg2460-ht2556^atjhg2460-«bt2556jntegrinjbeta 

hg4194rht4464jat_hg4194-ht4464_sodiiim/hydrogen_exc^ 
10 bg4716-ht5158_atjig4716*ht5158 jguanosine_S*_-monophosphatejsynthase 

j02963_641-1049,platelet_glycoprotemjib_iiima,_3'^^ 

j05448_l 173-1 665,ma_polymerasc_subuiut_hipb_33,_ninia 

alljk01383_2141-2388^etadlothionein-i-a.jgeae, comp 

105500_2226-2688,fetaljbram_adenylyl_cyclasej^ 
15 allJ15440_5674- 

5845,1yrosmeJiydroxylase_(th)__gene,_3*_end;_insulin_(ins)^^ 

13894 lmma_19-343,ribosomaI_j)rotein_134_(ipl34)_nmia,_complete_c<^ 

m 1 8 1 85inma_206-656,gastric_iiihibitoiy_polypeptide_(gip) jmra 

m20471_5 12-1066,bi:ain-type_clathrin_light-cbain_^ 
20 • m77232iimm_329-773^osonialjnratem_s6^^^ 

u23803_l 125-1659 Jieteiogeneousjribonuclepprotem^^ 

ii31120inms|_802-1234:mjreversesequencc,_5052,m^^ 

13)_prccursor jgene,jcoiiiplete_cds_ 

u37408_l 5 1 4-2078,c%_nima,_coinplete_cds_ 
25 u41371_2249-2777,spliceosome_associatedjprotein_(sap_145)jmm 

u6801 8_1 512-1 890,mad_protein_homolog_(hmad-2)_mma,_complete_cds__ 

u90547_2553-28 1 1 ,ro/ssa_ribonucleoproteinj[iomolog_(roret)_inma,_complete_cds_ 

u969 1 5_1 65-693 ,sin3_associated_polypeptide_p 1 8_(sap 1 8) jinnia,_complete_cds. 

x77584cds_5-215:mjrevejrsesequence,jl3-481,mma_for_ad-derived_fe^ 
30 x85237cds_1957-23 1 l:injreversesequeace,_2480-2588,iiuiia_for_s^ 

a^lJlt85373J^3-404,mma_fo^_smJprotein^ 

y00764cdsJ85-235:injreversesequeace,_331-463,niniaJfo 

all_z26634_11848-12401,iiima_forjajikyr^^ 

35 Metagene 403 

d90276_757-l 156,cgm7 __gene_for_nonspecific_cross-reacting_antigen_(nca)_ 
m92642_5 127-53 1 1 ,alpha- l_type_xvijcollagen_(coll 6al)jtnma,_complete_^ 
u68233_l 565-2063 /araesolJtecqptcir_hir- l_(hrr- l)_i^ 
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u9091 1_1 165-1549,clone_23652_2iinia_sequence_ 
x6107(hniTm_61-379,nmia_for_tjDen_recq^ 
alljK72012J2495-3060,end_innia2.for.eadoglm_ 
yl2394_1326-1770,inma_for_sipl-likej)rotem 

5 

Metagene 138 

afi003743J28-2354elayed_rectifier_j)otassmm_channel_(kvlqtl. 
iso5)jmriia,_5'jutr_and_partial_cds/gb=af 
10 dl(W95_1562-2054,imna_forjproteinJdnase_cjdelta~1^ 
an_dl3897_1402- 

1 545,_peptide_yy_precuraor _^ene_exliacted_fiomdtta_for jeptide_yy,_complete jcds 
dl6583exon#12jl73-l(K)l,gme_forJ-lustidmejdecaiboxy^ 
dl7532_3624-41(M,iiima_forjrck,_complete_cds 
15 d28416_5- 

55,mma_for_esterase_d,_5' utr_(sequence_from the_5'_c^_to_^ 
d42044_5 13 l-5635,nima_forjdaa0090_gene,_jpartial_cds_ 
d42046_3648-4077^ma_for_kiaa0083^ene,jpartial__cds_ 
d55696_l 285- 1 807,iimia_for_cysteine jrotease,_complete_cds 
20 d63484J2642-3188,iiimaJforJdaa0150^eiie,jpartial_cds_ 
d83542_2250-2808,nima_for_cadherin-15,_complete_cds 
d83780_3502-4060,mmajforjdaa0196^cne,_complete_cds 
d83784_5 1 15-5445,nima_forJkiaa0198jgeneupartM^ 
d87937_88- 

25 502,inma_for_alpha(l,2)fucosyltransferase,_5'jatr^ 

hg 1 602-ht 1 602_at_hgl 602-htl 602_utrophin 

hg2247-ht2332_atJig2247-ht2332_major_mtrinsicj)rotei^^ 

hg2348-ht2444_s_atjig2348-ht2444jpeptide_yy 

hg2994-ht4850_s_at_hg2994-ht4850_elastm,_altsplice^^ 
30 hg3148-ht3324_8_at_.hg3148-ht3324jrmjorjiistocompatibait^^^ 

hg3437-ht3628_s_atJig3437-hl3628jtnyelmjpmteolipid_j)ro^^ 

hg3565-ht3768jr_at,hg3565-ht3768_zinc_fingerjiotem_ 

hg3566-ht3769_atJig3566-ht3769_zmc_fmgerj5rotem_ 

hg4018-ht4288_at_hg4018-ht4288_opioid-bindmg_ceU_adhesion^^ 
35 hg4264-lit4534_s_at_hg4264-ht4534 ^guanme^nucleotide-bindmgjprotemjrabSc-likej 

hg4638-ht5050_at_hg4638-ht5050_spliceosomaljprotein_sap_49„ 

hg4724-ht5166_atJig4724-ht5l66_atp-bmding_^cassette_protem 

hg4749-ht5 197_atjig4749-.ht5 197_caltnitme_calcium-bindmg_protem,_mitoc^^ 

hg880-ht880_atjbg880.ht880_mucin_6,jgastric 
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j02871_1475-19314imgjDytoclu-omejp450_(iv_subfittiiay)^^ 
j02947mriia_839-1349,extracenidar-superoxide_dismutase_(so^^ 
j03241_1918-2438,traiisfonning_gro\(^_fector-b^ 
1224'54_2803-2944,nuclearj-espiratoiy_fi«rtor-lj(iirf-l)^^ 
5 133799_1065-1455,procollagen_c-pK)temase_eiihancerjrotein^ 
14(H02mma_593- 1 1 57,(cIone_zap2)_mma_fragment 

m 1 1 749cds_l 4 1 -405 :iiij-eversesequeiice,_l 501 -1 747, thy- l_glycoprotein_gene,_complete_cds_ 

ml3929nima_421-974,c-myc-p64jiinia,_iintiatmg_firom_pr^ 

ml6336nima_923-1463,t~ceU_surfece_antigen_cd2_(tll)_mma,_compl^^ 
10 in28882_2907-3 186,mucl 8_glycoprotein_mnia,_complete_cds_ 

m29932cds_637-l 180,beta-3-adienergicjrecqptar^ene_ 

ta3 121 lmma_150-714^yosm_Iigfat_clmiiislow_a_(mlclsa)_i^^ 

tti37238innia_3630-41 87»phosphoUpase_c_mma,_completejcds 

m37763cds_350-740:mjreversesequence,_965-989,neurotrophm-3_(^^ 
15 m59916_1784-2300,acid_splimgomyelmase_(asm)_in^ 

m64673_1541-2084^eat_shock_factor(tcf5)_mraa,_complete_cds_ 

m79463_2979-3514,pniI-2_mma,_complete_cds 

m85085_1449-1953,cleavagejstimulation__fkctor,jcoraplete_cds_ 

m93284_879-1407,pancreatic_lipase_relatedjprotein(plip2)_nm 
20 m95627mma_1227-1587,angio-associatedjnftigmtoxy_cenjrotem^^ 

s39329_948-1368,_glandu]ar_kaUikrein- 

l_{altematively_spliced}_|Tiuman,_j)K)state,_mr^ 

s83309_1291- 

1 856,_^emi_ceIl_nuclear_fector_[hiiman, einbiyonaLcarcinoma_^ 1 ,_iiima,_l 91 6_ntL 
25 u01038„1649-2123,plkjmnia,_completejcds 

u07664exon#2_535-973,hb9JhLomeobox_gene_ 

u08198mma_313-805,complement_c8 _gaiimia_subunitjprecursor__(c8g)_gene,_jcomplete_cds_ 

u09937nmia_l 1 76- 1 58 1 ,_urokinase- 

type plasminogen activator iieceptor gene extracte 
30 iill877_7-139,int^leukm- 

8_receptor_typej3_(a8rb)_mma,_spHce_varian^^^^ 

ul4187_824-962,receptorjtyxx>sinejdnasejigaudjerk-^^ 

alljal5637_1727-2315,cd40Jbindmgjprotem_(cd40bp)_imna,_c^ 

ul801S_1732-2290,ela_eiihancerJbmdingjpn)tein_(ela-Q_^^ 
35 ul8235_6M93,atp-bmdmg_cassettejpiX)temj(abc2)jm^ 

u 1 8300__ 1 23 1 - 1 65 7,damage- 

specific_dnaJbindingjrotein_j548_subxmit_(ddb2)_mma,_com^ 
ul9261_1792-2320,epsteiu-ban'_vinis-mducedjrotein_rQrna,_^ 
iG2645_3566-4112,myeloid_elf--l_like_factor_(me0jncuiia,_co^^ 
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u38372_13-331^untingtm_associatedjprot3e!njO^ 
u40998_760-1312,retmri_pn)tein_(hrg4)_mm^^ 
u43965_33 13"3389,anlQTOi_gl 19_(ank3)_ninia,_complete_cds 
u46570_974- 1 364,tetotricopq)tidejcqpeat jrotein_(tprl)jriu^ 
5 U49070JH l-951,peptidyl- 

prolyLisomeime_and_essential_mitoticjreg^IatorJp 
u50079_1013-1569^stone_deacetylase_hdl_inma,_complete_cds 
u50136inma_106-640,leukotriene_c4_syn&ase_(ltc4s)_gene,^^ 
u52 1 00_1 67-605 j,xinp_mma,_complete__cds 
10 u56417_1673-20634ysophosphatidic_acid_acyltransferase-dpha_nima,_com 
allju57450_305-546,epc-l_geae 

u67674exonJ2279-2813,ileki_sodium_dq3endent_biIe_acidJran^^ 
u70426_1863-2301,a28-rgsl4pjDEmia,_complete_cds_. 
u73377_3059-3363,p66shc_(shc)^mma,_complBte_cds. 
15 u76456_587-1145,tissue_iiihibitor_of_metaUoptotemasemma,_^ 

u83192_3401-3905,post-synaptic_densityjprotein_95_(psd95)jmraa,^^^ 

u83410_2256-2772,cul-2_(cul-2)_imia,_.complete_cds 

u83598__519- 

790,death_domam_receptorsoluble_fonn_(ddr3)_nim 
20 u8561 1_385-9 19,dna-pk_intemctionjpix>tem_(kip)_nima,_c 
u86409cds_61- 

523Jho^uronan_synihase(has3)_^ene,jpai1iaLcds/gl^ 
u88629cds_1508- 

1898,ma_polymerase_ii_elongation_factor_ell2,_complete_<^ 
25 u89278_1958-2402,polyliomeotichomolog_(hph2)_mma,_complete_^ 

u8 9355_3 28 8-3 618 ,clone_crt 1 6 creb-bindmg_protem_mrna,_partial_cds. 
allx04828_l 116-1702,Tnraa__for __g(i)jprotein_alpha«subunit_(adenylate_cyclase_ii^ 
bindmg_p 

all_x073 1 5_34 l-864,gene_forjppi5_(pIacentaljprotem_15) 
30 x52192cds_2144-2426:in_iwersesequence,_2525-2717^_forj^ 

x52611cds_962-1273:in_reveisesequence,_1441-1555,mrim_for_tra^ 
all_x52638_i 152- 1 723,mma_for_6-phosphofiucto-2-kinase/fructose-2»6- 
bisphosphatase_(ec_2.7. 1 . 1 05,_ec 

x59373mma_531-1071,hox4d_mnia_for_ajhomeoboxjprotein 
35 all_x60104_l532-21 10,Tnma_forjz;mcj5nger_j)rotem 

x62025mma_877-l 1 80,rod cg-pde_g_gene_for_3'_,_5*_-cycljc_nucleotidejphosphodieste^ 
x62 1 53cds_l 930-2398:in_reversesequence,_2459-2494,mnm_forjpl_protein_^ .h) 
x63380_l 061-16 1 3,mma_for_rsrfr2_ 

aU_x65463_1187-1734,inma_for_mhc_ijix>moter_bindingjrotei^^ 
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x68688nima_l 1 1-I34,2a03b^ene 

x70991_1597-2089^aderjmna 

an_x74295_178-695,inma_for_alplmJ7bJntegrin 

x77588cds_154"679,te2_mraa_for_ard-l_n-acetylti:amferase_homologue^ 
5 x86428cds_626-920:not_in_gb_record,gene_forjphosphotyn^ 
x9271 5_3 1 70-370 1 4nnia_for_znf74__protem 
x95463cds_793-1222,mma_for_oxl9__protem_ 

y00970cds J756- 1 236:injceversesequence,_l 264- 1 3 12,tnma_forjicrosia_(ec_3 .4.21.10) 
y08302cds_807-1122:in_reversesequence,_1385-1445,innm^ 
10 y08836nirQa_37-18 1 ,nima_forjbix-likejproteiii/gb===y08836j^^ 
yO9022cds_805--1291:mjiweisesequence,_1328-1406,in^ 
yl 1416ninm_1639-2209,,innia_forjp73 
aUjsl4978_1422-1673,inma_for_actm-relatedj^ 

233905nima_l 190-1 598,gene_forjJ3kd_acetylcholine_receptor-associated_^ 

15 

Metagene 99 

ac002450cds_13-535,bac_clone_gs244b22_fro2n_7q2 1 - 

q22,_complete_sequence/gb=ac002450_/ntyp6=^dim_/ai^ 
20 affl06041_300-762,fes-bindingjprotem_(daxx)_innia,^ 

d80006jl068-4596,xnrDa_forJdaa0184_gene,_partial_cds_ 

d83779„4499-4967,inrna_forjdaa0195jgene,_complcte_cds 

hg4310-ht4580_at_hg431Q-ht458Q_„cenular retmol binding protein ii 

j04501_3032-3482,muscle jglycogen_syn&asejnma,_coinplete_cds_ 
25 j045l3mma_6156- 

6714,basic_fibroblast_growth_factorJbfgQ_^22.5Jkd,_2 

ml6276mma_1281-1569,nihcJiJila-dr2-dwl2_mma_dqwl-beta,_complete_cds 
m74099_4835-5327,displacementj>rotein_(ccaat)_jnma_ 

ni97388_786-1332,tataJbindingjproteiii-associatedj[>hosph^ 
30 s77575_ll" 

59,_erv9_reverse_transcjriptaseJhomolog^{cIone_^ 
Tj75679_1214-1622,liistone_stem4oopJbmdingjproteinj(slbp)jau^ 
u9 1 61 6_1484-1988,i_kappa_b_epsilon_(ikbe)jtmiia,jcomplete_^^ 
all_x54925_l 537- 1 904,nmia_for_type J^interstitial^collagenase 
35 alljc73882j2585-3120,e-niap-l ISjotuna 

Metagene 14 

dl 6532exon_123-561 9gene_for_veryJow_density_lipoprotein_receptor,_5*^^ 
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d49354J769-1293;mrna_fbr_eiihancerjpiotein_^^ ^eiie,jpartialj!ds_ 
d79984_5275-5836,mnia_for_ldaa0162_^ene,jcomplet^^ 
d79999 4526-4922,iMm_for_kiaa0177_gene,jartial_^^ 
d82346_944- 131 6;t3ima_for_hnspc,_complete_cds_ 
5 d83597_2108-2612,mnia__for_rpl05,_complete_cds 

d8436 1_1 601 -2 1 35,mma_for_p52_and_j>64 Jsoforms_of^n-shc,j_complet^^ 
d87435_5 153-559l4iima_for_ldaa0248_^ene,jpartial_cds_ 
d87454j4950-5490,mma_forjdaa0265jgene,_paitial_c^ 
d8745535^96-5542,mma_forjdaa0266_gene,_complete_jcds 

10 d87957cd8_549-825:mreversesequence,_l 148- 
1 256,male_foreskm_fifcrobIast_dnajFor_protd^ 
hgl699-htl7(H„s_atJigl6997htl7(H_epimoiphiii 
hgl751'htl768_atJigl751-htl768_choriomc_somatomaimno 
hg2228-ht2305_at__hg2228-ht2305_crystallin,_betajb 

15 lig2936-hG080_atJig2936-ht3080_iimnunoglobulmJieavy_cha^^ 
hg3132-ht3308_at_hg3132-ht3308_cea_family,_bi-like_domaiii 
hg3227-lit3404_atjig3227-lit3404 _^uaiiine_nucleotide-bindingjprotemJisrl_ 
hg3286-ht3463_atjig3286-ht3463_cxystallin,_alpha_a_ 
hg721-ht4828_s_atJig721"ht4828jlacental_j)rotem_14,_endometria^^ 

20 hg907-ht907_at>g907-ht907jcag44 

hg921-ht3995_atJig921-ht3995_serine/thiTOmneJ^ 
aUJ00301_342-715,para1hyn)id_Q)th)_^ene,_3'_end 

j03910inma_3 1 -3 1 9,(clone_14vs)_metaUotiiionem-ig_(mtlg)_gene,_compIet^^ 
j04809rama_1742-2216,cytosolic_adenylatejdnase_(akl^ 

25 105624_9 10-1418^apjdnasejkinase_mrim,_jsomplete_cds 

110386_2036-2498,transglutammase_e3_(tgase3)_mma,_complete_cds 
Ul238_2922-3445,plateletjmembrane_jglycoprotein_v_ii^^ 
H 8920exon#4_970-.1461 ,inage-2_gene__exons_l-4,_complete_cds 
n 9267^2335-2755,59 j>roteinjtiinia,_3'_end 

30 t22005J797-1349,ubiquitm_conjugatmg_enzym 

139874exon#5J778-1198,deoxycytidylate_deanunase_gene,jcomplete_cd^ 
ml7754_1298-1838,bn51_mnia,_complete_cds_ 

ml9684cds_912-1212:m_reversesequence,_3443-3539,alplia-l-antittypsm^ 
ml9720niraa#2_2659~3217,J~myc_gene_(I-mycjprotem)_^ 
35 myc_protem_jfejie,_complete_cds,_l 

mI9722_1843-2245,fgrjproto-oncogene_encoded_j>55-c-fgrj5rotem>_co 

m21142cds#l_889-il09:in_reversesequence,_1884-2122,_guanine_nu^ 
alpha-3jg 

m24594mnm_1077-1593,mterfeix)n-inducible_56jcd_protei^^^ 
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in25393_1686-2253,proteinJyrosmej)hosphatase_(ptpase)_inma^^ 
m30607mnia_213 1-2301 :m_reversesequence,_2607,zincjipgesr jproteinjr- 
linkedL(2fy)_mrDa,_complete_cds_ 

m36542mma_1437-1832,lymphoid-specific_tramcriptionJGftctor^^ 
5 m37457c<is_2823-2990^a+,k+_#name?_catalytic_subumt„^^^ 

iii_isofonnjgene,na+4c+jfeame7jcatalytic_s 

ni58597_2260-2806,elani-ljigaiid_fucosyltraiisferase_(elft)_^^ 

m63391iiima_1637-21894esniin_gene,_complete_cds 

m64752_2904-3150,glutamate_receptor_subunit_(gluhl)_i^ 
10 m67439cds_941-1355,d5_dopaininej:ec€^tor_(drd5)_gene,_com 

m76665nmia_792-1332,l l-beta-hydroxysteroid_dehydiogenase_(hsdl l)_gene 

m77836_1239-1749,pyrrolme_5-caiboxylate_reduclasejt^^ 

m8 1780cdsMjl9-265:in_fiillseqiimce,_3676- 

3940,_smpdl_gene_(acidj5phingomyeIinase)jBxtmcted_ 
15 m83667mnia_713-l 143,nf-il6-betajprotein_mma,_completejcds 

m88579_1225-1615,2mc_fingerjrotein_(sre-zbp)_mma,_3'_end 

m89796mina_3128-3671,high_affinityJge_receptorj3eta_cham_^eM^ 

m94065_1051-1417,dihydroorotate_dehydrogenase_tiirm,_3'_erid_ 

m94856_163-619,fatty_acidJ>indmgjrotein_homologue_(p^ 
20 m97796_88-595,helk4oop-helix_j)rotem_(id-2)jtnm 

m97936J2354-2564,trans(aription_fector_isgf-3jnM^ 

s45630_l 08-6 12,_alphaj3- 

ca:>^tallm==rosenthal_fitoerjcomponentj[liuman^ 

s62696_39- 

2S ^^^»-^^^/c3<i--receptor_{alteniatively_spliced,_Ktons_8aA 
s79639_2588- 

3068,_extl==putative_tumour_suppressor/hei:editaiy_multiple_^^ 
s82597nmia_9-507,_description:__udp-galnac:polypeptidejn- 
acetylgalactosammyltransferase_gene_extract 
30 U00946„1382-1916,clone_a9a2brb5_(cac)n/(gtg)n_repeat-<x>ntai^ 
all_u01317J9502-63478:mja01317cds#l_82.113,_epsiloii- 
globm_gene_extractedJfrombeta_globmjregion_o 

u05572_2563-3028,l3reosomal_alpha-mannosidase_(manb)jimia,_oomplete^ 
u09366_2042-2540,zmc_fmgerjprotein_2aifl33 
35 ul0689exon#3_939-1505,mage-5a_antigeaJmage5a)_gene,jcompIetejD^ 
ul 6 126_22 1 6-2684,glutamate/kainate_receptor_subimit_(eaa4)_^ 
u23435_832-1319,ablJnteractor(abi-2)jiiima,_complete_cds 

u288n_34Q4-3866,cysteine-rich_fibroblast jgrowth_factor_receptorjcfir-l)_mma,_comp 
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u36922_19-136:mjcevei:sesequeiice,_205- 
220,foik_liead_domainjrotein_(f^ 

u370S5innia_1680-2195»hepatocyte _gn>wth_fisu5tor4ikejrotem_gene,_complete_^ 

u37 139mnui#l_596-998,beta_3-endonexin_iii^ 
5 u38 175_719-1205,hurjmajbindingjpn)tem_(hur)_mr^ 

u42408_1997-2393jadmmjlad)_mma,jcomplete_cds 

u43030_1121-1484,cardiotrophin-l_(ctfl)_mrna,_complete_cds_ 

alLu44429_l 151-1626,d53_(hd53)_mma,jpartial_cds 

u49082_1830-2370,transporterjproteiQ_(gl7)_mrna,_complete_cds 
10 u49188_l 187-1685,placentaJdiflB3)_inma,_complete_cds 

u53442_l 615-2131,p38beta_mapJdnase_inma^complete_cds_ 

tt591 1 l_892-1444,deriimtan_sulfetejproteogIycan(dspg3)_^ 

all_u63842j423-1018;fteiirogeiucjbasic-helix-loop-helix_^ 

u70732mina_1335-l 899,ghitamatejpymvate_tiansammasej(gpt)_gene,_com 
15 u72512_4-196,b" 

cell_receptor_associatedjrotein_(hbap)_dtematively_spUced_iira 

u79259_l 214-161 0,clone_23945_mma,_complete_cds 

u82 169_1 613-21 3 5,frizzled Jiomolog_(fed3)_mnia»jcoiiiplete_cds 

u83601imim_58- 

20 136,calpastatin_gene,_exonsand_15,jpaiiialj;Cds/gb==ai8360Wnt^ 
vO 1 5 14mma_1440-l 986,iiima_encodmg_alpha- 
fetoprotem_(a^)a^_is_ajtnajorjserumjprotem^ 
xl2517cds_261-44I:inj'eversesequence,ji80-660,mma_for^^ 

specific_c_protem 

25 xl 5875cds_l 176-1476:in_reversesequence,_1604-1622,iaQnia_for_campj^ 
bpl)_binding_p 

all_x52889_24339-24440,gene_for_cardiacj3eta_myosin_heavy_cham 
aUjx53390j2839-3093,mnia_for_upstream_binding_factor_(^^ 
x53795imna_l 868-2003 ,r2 jnnaaia_for_an_inducible_membrane_j)rotem_ 
30 ail_x60487_686-948M/b_gene_for_h4_histone 
aU„x63131_1996-2179,myl_G>mlLinnia 

aUjx64037_1887-2200,mma_for_ma_j)olymeiase_ii_associated^^ 
x72879cds_3-52:in_i^versesequence,_76-208,14a2akjdna_sequence^ 
all_x73874_3675-4156,phkamma„ 
35 x79067utr#l_163 l-2165,erf-l jiima_3'_ettd 
all_x82434_589-l 1 12,mma_for_emerin 

all_x8640 1_1 686-22 1 7,iiima_for_l-arginine:glycine_amidinotransferase 

x90976j26-185,mma_for_an_acutejtnyeloidjeukaemiajprote^ 

x92098cds_368-560:m_reversesequence,_635-737,mma_forjtrammem 
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x92972cds_585-885:injrevefseseqiieDce,J>68-1148,iimia_^^ 
x93499cds_285-591 :m_reversesequeiice,_124 1-145 1 ,inma_for_rab7jirotein_ 
allj!c93920_l 520-203 1 smmaJforjprotein-t^Tosme-phospl^ 
alLx95876_1330-1415,iiima_for _^-protein_coupledj:eceptor_ 
5 x99699cds_603-855:in_reversesequeiice,_939- 1131 ,mma_for_xiap_associated_factor-l 
y08837_275-473:not_in_^b_riecord,mma_for_rad51-like_^ 
y 1 02 1 0mma_55-433,mnia_for_cd22 jproteiii/gb==y 1 02 1 0_/ntype=rna_ 
z23090cdsJ277«589:mjreversesequence,_1086-1098,inma_for_28Jk^ jjrotein 
aUjz35307_2215-2636,mnmjforjendo1helin-convertm 
10 z83806_25-283,innm_for_axonemal_dyneinjieavy^ 

Metagene 342 

j00139cds_68-506,dihydrofolate_reductase_gene 
15 s76942_5- 

311,_dopamme_d4_recqptor_{exon_l}J>uman,j3rain_^ 
] 

u09477JJ707-3175,clone_53bpl_j>53-binding_protein jtnma,^ 
u56102_1973-2537,adhesionjnole(mle_dnam-l_nima,_complete^ 
20 all_x04706_l 122-1295,bomeobox_geneJcloneJiho.cl3)_ 
x69398cds_898-927,imna_forjoa3jantigemc_suriace_dete 
all_x83301_1254-1471,siiia5_mnia. 
x83705innm_67-535,iiinia_for_c-sisjroto-oncogene 

25 Metagene 122 

afD00234_1038-1578,p2x_purinoceptor_mnia,_complete_cds 

d79989_3469-3919,mnia_for_kiaa0167^ene,_complete_cds 

d87463J25 1 l-2997;miBa_forJdaa0273__gene,_comp2ete_c^ 
30 hgl071-htl071_atjhigl071-.htl071_boiie_moiphogeneticjjrote^ 

hg2028-ht2082_atjhg2028-ht2082_lainmin,_ajpoly^ 

hg3790-bt4060jatjbig3790-ht4060jimnunoglobulmj^ 

hg884"ht884_s_atJhig884-ht884_oncogene_e6-ap,japillcMnavin^ 

j04605xiima_l 389- 1 833,proIidase_(imidodipeptidase)jmma,_complete_cds_ 
35 105425_1 7 1 2-2 1 62,autoantigenjtiiraa»_completejcds_ 

113258_2109-2463,renal_na/pi-cotransporter_mma,_complete_cds_ 

120316_1565-2003,glucagonjreceptor_innia,_coinplete_cds 

I40387cds_31- 

433,thyroidjreceptor_interactor_(tripl4)_j:ene,_^ 
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140395nmia_861-1395,(clone_s20ml5)_iiinia,_3»_en^ 
in2 1 985_1548-2004,steroid_recqptorjli2jDama, jcom 
in24461exon#ll_528-780,pulmoBaxy_siufectaiit-assoc^^ 
b_(sf^3)_mma,_completejcds 
5 m32373mma_2201-2753,aiylsulfetase_b (asb)_inma,__complete_cds 

m333 74iiinia_l 9-427,cell_adhesion jix)tein_(sqml )_mma,_complete_cds 
m34667_3969-4305,phospholipase_c-gainma_mma,_coBiplete_cds 
m35416i3iina_864-1302,gtp-bindingj[>rotein_(ralb)_ii^ 
m62958J2486-2942^tinal_degradation_slow_(rds)_ii^ 
10 m64497_1307-1559,apolippprotein_djregidatoiy_^ 

m652 14 jl92-997XlieIa)JheIix4oop-heIixjproteinJi^^ 
m76125J2612-3170jtyroshxG^Jjdnasej:ec€ptor^^ 
m77144mma_1332-1630,_3-beta-hydix)xystm)id_dehydrog 
betajhydroxys 

15 m91463mma_2634-3168,glucose_1ransporter_(glut4)_gene,_complete_cds^ 
s69 1 89_2575-3007,jperoxisomal_acyl-coenzyme_a_oxidase_|>iiman,_^ 
s76965_1718-2066,jrotemjdnase_mhibitorjj^ 
5y,_mma,_2147_ntL 
s77361_25- 

20 1 84, Jranscript„chl32 JlMman^^^ ,rf48_stomach_cancer_ceU_lines, jomna,_2 1 6jQt]/gb=s77361 J 

u04840_3088-3646,onccmeural_vmtral_antigen-l_(nova-l)_i^^ 

u09414_1994-2462,zmc_finger jpmtem_2nfl37_mma,_complete_cds_ 

ul 6282_2336-2744,eIljaama,_complc5te_cds 

u 1 7 1 63_1 086-1 644,transcription_factor_etvl jmnia,_complete_cds 
25 u21551_728-1076,eca39_mma,_complete_cds/gb==u21551JntypeF^ 

u28749_3491-4033^gh-mobility_^oupjphosphoprotein_isoform_i- 

c_(hmgic)_mma,_complete_cds_ 

u32519_1294-1708,gap_sh3j5mdmgjprotemjtiima,_comple^^ 

u60060_l 090-1540,fe2l_mnia,_complete_cds_ 
30 u64520_308-650,syimptobrevm-3_iiinia,_complete_cds 

u87459_331-703,autoijmnunogeiiicjcancer/testis_antigen_ny-^ 

tt93553_1729-2251,alphal-fetoprotemjbMBcription_fector_(^^ 

X 1 5376inma_12 1 6-1 684,mma_for_j;aba-a_receptor,_gaimnasubunit_ 

all_x51405_1974-2413,inma_for_carboxypeptidase_e_(ec_3.4.17.10) 
35 aJl_x51435_^8408-8982,prdii-bfl^ene_for_a_dna-bmdmgjrote^^ 

X5641 Imma^l 990-2470,adh4_gene_forJi_alcohoLdehydrogenase_(pi_subumt),^^^ 

x56465cds_1607-2069:inj:eversesequence,_3400,2mf6_mma_for_zinc_fe^ 

x59065exouJ2834-3254,fgf _^ene,_exon_3 

alljt63097j2195-2670,mnia_for_rhesusjpolypeptide_(rhxiii) 
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an_x64624_2881-3429,innia_for_idc-l joujdomai^^ 

yl0659cds_1011-1239:in_reversesequence,_1342-155241-13mji^ 

all_zl8956_3398-3951,mma_forJaiirinejT^ 

5 Metagene31 

d26 1 55_4647-52 1 4,inrna_for_transcriptional_acti vator_hsn£2a,_complete_c^^ 
hg3412-ht3593_s_atJig3412-ht3593Jjlue_conej?hotoreceptorjig^ 
j02758exon#3_568-980:m_reveraesequence,_3307-3464,apolipoprotem_a-iv_^ene,_c^^ 
10 ml3982nmia_7-508,mterleukjn(a-4)_inma,j::omplet^^ 

m26901cds_808-1187:injr€vei:sesequence,_218-293p:enm^ 
tt03056_1988-2468,tumor_suppiTMSor_0uca-l)_nmia,jconqjlet^^ 
ttl6120_2267-2833,plaoeataljtettirineJbBnsport 
x68285cds_886-976,iiima_for^lycerolJdnase_ 

IS 

Metagene 475 

d3 1889J2835-3279,mmaJforJdaa0072jgene,_partial_cds_ 

d82326_2784-33 12,mnia_for_iia+- 
20 mdq)endent_ne«tial_andj3asicjammo_a^ 

d82347_l 949-2459,nmia_for_neutod,jcoinplete_cds_ 

all J03756_527-783,gn)wthjioiinone-variant_(ghl)_andj^ 

2j(gJi2)_mma,jM)n^letejcd 

125270__5352-5856,xel69_ninia,_complete_cds 
25 all_ml3934_834- 

1 309,_rps 14_gene_(unknownjprotem)extracted_fix)mribosomal jpix)tein_s 1 4_gene,_complete 

all_ml6405_1994-2553,m4_muscarinic_acetylcholine_recep^ 

aU_m20543_2890-3542,skeletal_alpha--actin_gene,_coraplete_cds_ 

m90359_2039-25 1 9,camp-dpendent_protem Jdnase_(akap_79) jnnurna,_^ 
30 s81893_13- 

331 , jtnesi3/l 5=exti:aceUular_matrix_induced_gene Jhuman^ 

u0385 1_1 800-2220,cappmg_pn>tein_alpha_nmm, jait^^ 

u30998j43-166,(mnd)jiima,_3'_ulT/gb=ai30998jiit^ 

u90910_1208-1724,cloneJ23564jaania_sequence_ 
35 x00129cds__332-566:in_revereesequence,_67 1-85 1 ,inma_for_retmolJbiadmgjpix)teinj(rbp) 

x99 1 0 1 cds_l 121 - 1409:m_reversesequence,_143 9-1 535,innia_&r_.estrogenjreceptor 

all_y09858_1990-2483,nima_for_UBknownjprotem 

yl2856_182-668,innia_for_amp-activatedjrotein_kmasejd 
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Metagene 436 

d31884J2579-3023,nmia_ft)rJdaa0063 _gette,_coiiipletecds 
d63998_3542-4046,iiirna_for_golgi_alplia-maimosidaseii,_compl^ 
5 U3740_2002-2047,tr3joiphan_receptDr_imna,__complete_cds 
113852_2790-3270,ubiquifm-activatmg_eii2yme_eljrelat^^ 
113972_1930-2224,beta~galactoside_dpha-2,3-sialylti^sfei^e_(siat4a)^ 
135475cds_642-888:mjreversesequence,_1441-1675,olfactoTy_recep1^^^ 
140366inma_31-223,thyroid_rcceptor_mteractor_(tri^ 
10 ml 839 1_2780-3 147,tyrosme Jdnase_receptor_(eph)_mma,_complete^ 
in27826imna_464-1025,endogenous_relroviraljproteasej^ 
ni3 1 1 65mnia_843- 1353,tumorjaecrosis_fector'*mducible_(tsg-- 
6)_mma_fi:agmentjjadliesion_recepto^^ 

m5937 1 mma_33 8 6-3 878,proteinjtyrosme_kinase_mnia,jcoiiiplete^^ 
15 m83308_31-343,mitochondrial_cytochrome-cjoxidase_subimit_via_(c^^ 

s80335_2 197-27 1 9,_integrm_betasubuiiit_[human, jtmiia,_2798_nfl 

s82024J20"'548,_scglO=neuron-speci£ic_growth- 

associatedjprotein/stathmmJbomolog_[human,jBmbi^^ 

all_s83366_910- 
20 2840,_region_cen1romeric_to_t(12;17)jMrakepom^ 

ul5172_619-967^pl_(nipl)_mma,_complete_cds 

u56998_1628-2(M8,putative_serine/threomnejpn)teinJdn^ 

u89336exon#30-33_48- 

208:mjreversesequence,_22261 ;notJn js'^jrecord^_ni3knownjgene^Gx^ 
25 all_x5 1 602 7 1 1 5-7680,flt_inma_for jrec^tor-related_tyrosmeJ^ 

aU_x52005_476-969,skeletal_embryonicjaayosin_Kght_cham 

x62535mma_1975-25 1 5,nima_for_diacylglycerolJdnase 

all_x89985_1010-1389,mma_for_bcl7b_protein 

x90761innia_1365-1683,liha2_gene_ 
30 all_x92762_1360-1883,nuiia_for_tafez2dmjprote^ 

Metagene 310 

hg33 19-ht3496_s_at_hg33 19-ht3496_split^eneenhancer,_tupl-U^^ 
35 hg4480-ht4833_atjhig4480~ht4833_collagen,_type_vi,ja^ 
132 1 63_1 998-2380,zmc_fmgerj>rotein_mnia,__3'_end_ 
134219exon#7_26-452:not_in ^b_record,retinaldehyde- 
bindingjprotein_(cralbp)_gene,_coinplete_cds_ 
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ni34181_235d-2872,testis-specificjcamp-depe0dent_pro 
beta_isofonn)_inr 

ul7 195_1 567-2143,a-kiiiase_anchorj>n)tem_(akap 100) 
u20647_232-736;rinc_fmgerjirotein_(ziifl 5 l)jinma, jpartialjcds 
5 u228 1 5_3771-39234ar-mteracting^rotem_lajtima,jBom 
u25265_1758-2052^ek5_mriia,_coniplete_cds_ 

all_u48405_l 076- 1 650,gjprotein_coupled_ieceptor_ogrl_gene,_complete_cds 
u48730_2629~2690,transcription_factor_stat5b_(stat5b)_nuna,_^ 
u79280_795-1359,clone_23575_nima,_partial_cds 
10 u8232O_546-lO5O,imknownjprotein_0ima,_j)artial_cds/gb=n^ 

u89717 j635-l 15 l,9-cis-retinoljspecific_dehydrogenase_iimia,jcomplete_cds 
u89896_l 184-1688,caseinJkinase_i_gaimnaiiinia,_complet6jcd 
x56654mmaJ3221-3641,dsgljaiiia_for_desmoglein_^ 
aU_x96849_49-323,5'_mma_ofj)ecam-ljaiolecul^^ 

15 

Metagene 159 

d78514cds_73-409;in_reversesequence,_511'565,mma_fbrjabi^^ 
conjugatmg_eiizyme,_coiaplete_cds 
20 m30448nuna_1936-2447,casdnjkina8e_iijbeta_subunit^^ 
all_x74794J2662-2906,pl-cdc2 l_mnia_ 

Metagene 91 

25 d50402_l 972-2533,iiuiia_for_imimpl,_complete^ 
d64159_2585-2828,mma 

m983 99_1 688-21 65,antigen_cd3 6_(clone_2 1) jtnma,_complete_cds 
U29343 J2203-273 1 ,hyaluronan_receptor_(rhaiiun)_mma,_complete_cds 
u52960_186-630^a_j)olymei:ase_ii_complex_component_sib7_n^ 
30 an_x82835_5995-6350,mma_forjvoltage-activated_^^ 

Metagene 81 

d78335_242-770,ninia_for_5*_4enninaljregion_ofju^ 
35 hg2724-ht2820_atJig2724-ht2820_oncogene_tls/chop,jSision_activ^ 
I09234_25 1 7-3075, vaciiolarja^pase_(isofonnjio68)_nuna,_comple^^ 
all_x0275 1_1 835-2430,n-ias_nmm_and_flanking_regions_ 

Metagene 394 
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d38537_l 174-1689;QUttaJfor_pix)topoiphym 
d50692_31-469,iQMrim_for_c-mycj3mdm 
d86062 286-8625iiima_for_knp-ib,_complete_cds_ 
5 107548_886-1390,aminoacylase-l_(acyl)_inraa,_complete_cds_ 
148546exon#l-4_54-264:not_m_gb_record,tuberm_(tsc2)_gene_ 
176517_2497-2977Xclone_cc44)_senilm(psl;_sl82)_inriia,jc 
u79252_1026-1530,cloneJZ3679_mnia,_complete_cds 
u80040_2167-2647,nuclearjaconitase_mma,_encodmg_mitochondri 

10 xl2492cds_1087-1474:in_rBveraesequence,_1544-1718,innia_for^^ 
box_bmding^traascription_fector_ctf 
x57398imiia_3503-4007,mnia_for_pm5jpiotem 
aUjR59766_583-l 166,iiima_for_m-alpha2-glyco^ 
all_x77794_l 678-2 1 7 1 ,mma_for_cyclm_g 1 

15 alLz3 1695_2159-2592,iimia_for33Jfcda_mositol jolyphosph^ 

Metagene 231 

k02215inma#2_1510-2026,angiotensinogen_nmia,_complete_cds 
20 138969cdsJ2517-2835:injrevearsesequence,Jt946-2964,titt 
alLu33838_62-95^-kappa- 
bj65delta3jimia,_spUced_tramcript_lacl^ 
u79241_849«1347,clone_23759_mma,jpartiaLcds 



25 Metagene 468 

107594_3847-4159,transforming_growth_factor-beta_type_m^ 
beta)jtnma,_completejcds_ 

alLul8422_1719-2254,dp2_(humdp2)_,xnnia,_complete_cds_ 



30 



35 



Metagene 292 

120814_2826-3306,glutamate_receptoi^bgr2)_nima,_complete_cds_ 
u79260_1035-1341,Glone_23745_mma,_compIete_cds 

Metagene 40 



d49487_32-'5 1 25mma__for_obese_gene,_complete_cds 
hg2148-ht2218_f_at_hg2148-ht2218_mucm_3,_mtestmaL 
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hg2239-ht2324jrjatJig2239-ht2324jpotassiiimjDham 
hg3725-ht3981„s_atJig3725-hG981_imulm-likeJeydig_^ 
Iig406-ht406_atjig406-ht406jp97_antigett,jtnelanoma-^^ 
hg4113-ht4383_s_atjig4113-ht4383_olfactoiy_receptorjorl7-^^ 
5 hg4593-ht4998_atJig4593-ht4998_sodium_channel_ 

hg960~ht960_at_hg960-ht960_guaiiine_nucleotide_exchange_factor_ 
k03498cds#l_2-l 63,jpoljprotein_fi*omendogenous_retit)virus_h^ 
k22_jpol_and_envelopejorf_regioWgb=kO^ 
110615nima_502-528,beta_casein_(csn2)_gene,jDomplete_cds 

10 13849QmnmJ785-1319,adp-ribosylation_fector_mma,_compl^^^ 
an_ml3485_188-243:in_ml3485cdsjt7:not_m_gbjrecoi^^ 
aU_m55418j2452-2650,amclogenm_(amelx)^^geae,_3|j^ 
m84820_i 155-1709,retiiK)idjx^receptorJbeta_(rxr-beta)j^ 
aU_m86406_3670-4169,skeletal_muscle_alphaactiam^ 

15 m92424_l 822-2209,p53-associatedjDama,complete_cds_ 
s572 1 2_1 56 l-2027,_hmeec=myocyte_eiihaacer- 
bindmg_factor[humaQ,_skelelaljcQuscles,_irin^ 1 6 l_nt]__ 
s72493^617-. 

819,Jceratin=keratmhomologJliuman,_^ 
20 s77893_121-203,_jgpsatr=glycophorin_sat_[h^ 

aU_s78653_1782-2347,_im:^=mas-related_[lmman^^ 

ul4577j974-1504,mic3X>tubideTassociated_pn)tein_la_(m5q>la)j^ 

ur6296_4938-5478,t- 

lymphomaJmvasion_and_metastasis_inducing_tiaml jrotem^ 

25 u23852_1523-2066,t- 

lymphocyte_specificjproteinJyrosineJcinasejp561ck_^^ 
all_u28055_2678-3165,hepatocyte _growth__factor- 
Iikejrotem_homolog_(dlfl5sla)_iimia,jpartial_cds 
u40002_31920701Jiormone-sensitive_Iipase_tesdcular_isofonn_^ 

30 u48865cd8_400-807:m_reversesequence,_3499,c/ebpjg>sflo^^^ 
u52077cds_428-. 

982,marinerl_traiisposasejgene,_complete_comeiisus_sequence/g 
U5797 1_3 646-4 1 30,calcium_atpase_isofoiin_3x/a_inma,_completejDds 
u59058_8-508,beta-a3/al_crystanin_(cyrba3/al)_mma,_partial_cds_ 
35 u74667Ji599'2067^tatjBtemciivcj?rotGmJitip60)jxi^^ 
u79275_509-989,clone_23947_mma,jartiaLcds. 
u80226_1440-1476,gamma- 
aminobutyric_acid_transaminase_nima,jartial_c^ 
u82467J2667-3213,tubJ[iomolog_(tub)_mnia,_complete_cds 
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u89336exon#54_51- 

369:not_m _j;b_record,_uiiknown _gene_extracted_firomUa_iiijregion_contaiiu^ 

u89336exon#65_12-282:m_reversesequence,_54136-- 

54166:not_in_^bj:ecord,jiinknown _geae_exLtracted_fioxiihl 
5 u92436_2591-3077,mutated_injtnultiple_advanced_cancers_j 

x03072cdsJ765-1089:inj:evei:sesequence,_3505-3649»int-ljnamm 

x04707cds_815-1343:in_reversesequence,_1649-1673,c-erb-ajnmia_^^ 

all_x07203_1419-1576,mnia_for_cd20_receptor_(s7)_ 

alljx 1 6866_68 8- 1 280,mma_for_cytochrome__p«450iid_(clone_pmp33)_ 
10 alLx51823_2-51,mnia_for_b- 

subiiiiit_of_coagiilationjfectorjKiiijCft^^ 1823_/ntype^ 

x52008cds_899-1325:mjreverse$equetice,_1748-1814,alpha- 

2_stiychnine binding siibimit' pf_inhibitoiy .gl 

x58431nmu^l_1781-2299,JhLOXJ2.2_^ene_extracted_froi^ 
15 x61072iimia_43-325,nima_forjt_ceU_receptor»_clone_igral7. 

alljx62466_25-4 1 0,numa_for_canipath-l_(cdw52)_antigen_ 

all_x68314_466-923,mma_for_glutathione_peroxidase-gi 

x80923mma_3 1-36 1 ,nov_^ene/gb==x80923_/atype=dnaj'aiinot===mnia 

aU_x89059_722-1203,nima_for_unknownjprotein_expressed_in_m 
20 x90763_1272-1632,mma_forjtypejjkemtin,_hha5_ 

x91 103cds_587-965:in_reversesequence,_1055-1097,nimaJFor^^ lOS^/ntypc^ma 

all__zll737_1537-2120,mma for flavin-containingjmonooxygenasejl 

zl5114cds_1319-1589:injreversesequence,_1595- 

1 805,mma_fbr_pmtein_ldnase_c jamma_(partia^^ 
25 all_z48482_2998-3401 ,mma_for_membrane-type_matrixjnaet^ 

all_z80783__510~565,h2b/l^ene 
. all_z83336_618-702^b/d^ene. 

z83821cds#2_1428-1668:in_reversesequence,_39964- 

40 156,dna_sequence_fi'omjpac_296k2 1 jon_cfaromosomejxjc 

30 

Metagene 433 

affl00573ninm_l 162-16669homogentisate_l^-dioxygenase_gene,jcomplete^ . 
d45399mmaJ55- 
35 629,adult_neural_retinajiima_forconejcgmpjhosphodiesteras^ 

hg4557-ht4962_r_at_hg4557-ht4962 sma!Lnuclear_ribonucleoproteinjul smp_ 

k03 1 89cds 2-404>chorionic_gonadotropia_beta subunit g ene 

all_143579_398- 

428,(clone_l 10298)_mnia/gb=143579_/ntype=ma,(clone_l 10298)_nima/gb=143579__/ntype=ma 
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an_ml7236_1896-2224^cjijila-dq-alpha_^enej(dr4,wl9^ 
an„ml7236_1896-2224^c_ujhla-dq-alpha_gene_(dr4^^ 
in6O828_3252-3720,keratinocyte jgrowtfaj&ctorjiinia,_complete_cd^^ 
s76853_1683-2244,_cerebrm- 
5 50==cerebrospinal_fluidjrotemjh\unan,_cerebml_bram,_m 

u43 1 89 J23 84-2942,ets Jranscription_factors_nerf- 1 a_andjaerf- lb_(nerf- 1 a,b)_mma,_complete_cds 
v00571jnma_714-1218,gene_encoding_j)repro_fonn_of_corticotropi^^ 
aUjx04571_4306-4835,i3ama_for_kidaey_epidennal^^^ 
x61755ninm_1020-1562,hox3d_genejfor_homeoprotemjiox3d 
10 aUjx66403_1856-2301,tnma_for_acetylcholine_receptor_(e^ 

x80695cds_938-1250:m_iwereesequence,_1298-1496,oxalhs_n^ 
all_z22535_2433-2932,alk.3_innia 

z5078 1 cds_100-205:injreversesequence,_346-394,mma_fo^ 
15 Metagene 320 

dl7400_196-622,mma_for 6-pymvoyl-tetrahydropterin synthase,_com 

d38498_37-604,pms5jaima_(yeast_mismatch_repakjgenej 

temiixiaI_region) 
20 hg3991-ht4261_r_atji^991-ht4261_q?g-enriched_dna,j^^ 

j0550(himia#lj6200-6740,beta-spectrm_(sptb)_ii^ 

113689nima_2674-3076,prot-oncogene_(bmi-l)jtnma,jDomp 

ul8291_1439-1973,cdcl6hs_mma,_complete_cds 

u22662_1017-1473,nuclear_oiphan_rec^tor_lxr-alpha_nmia,_com 
25 ii35100_330-915,complexin_iijnmia,_coinplete_cds, 

x0585Scds 12-65 :not in gb record,histone _h3.3 gene exon_2Jii8tone h3. 3 g ene exon 2 

all x63597_5486-5979,si_mma for sucrase-isomaltase 

alljx68486_2465-2934,mma_for_a2a_adenosine_receptor_ 

all_z23091_ 6853-7358,gpv^ene encoding^ platelet glycoprotem vjprecursor 

30 

Metagene 246 

hg2380-ht2476_s_atJig2380-ht2476_adp-nT5OsylarginmeJiydi»^ 
m35252_602-998,co-029 
35 u59325_2353-28 l5,cadherin-14jtnma,_complete_cds 

yl2812cds_486-768:inj:everaesequemce,_914-1130,iftap_j^ 

Metagene 46 
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aroO(M24_214-610,lstl_mnia,jDlstl/cjspKce_varim^ 
d30036_1743-2283,iiimajforjhosphatidyliaositol_tran^ 
d64109_642-l 152;mim_for_tobJ6imily,jcompletejcds 
111672_3266- 

S 3562^ppel_related_zinc_fingerjprotem_(htflO)jti^^ 

115326_2760-3323,endoperoxide_synthase_type_ujnima,jcomplet^^ 
m27543mma_2548-3070,guanine_nucleotide- 
binding_protein_(gi)_alpha_subvmitjtmna,_^ 
in29335_2- 1 80,nihcJU_dcHalpha_inma,_partial_cds,i^ 
1 0 m95 1 78_2567-29965non-muscle_alpha-actiiiin_nmia,jcompletej^ 
u37248_848-13(M,alpha-maimosidase_(6a8)_mma,_com 
tt42387_1180-1642,panciieadc_polypcpdde_iweptor_mma^con^ 
tt49957_5044-5581,limjprotem_(^pp)_mn^ 

u66661_2656-3082,gaba-a_receptor_epsnon_subuiiit_inma,_complete_^ 
15 u77665_393-873,raasep_j>rotein_p30_(ipp30)_nima,_complete__cds. 

u78 524_1 571-19 67,gu_bmding_j)rotem_inrna,_partial_cds 

u90904_1102-1342,clonej23773__mma_sequence_ 

x01630cds_883-1213:in_reveisesequence,_1312-1468,imiiajforjargin^ 

x04143cds_49-265:in_reversesequence,_1430-1592,gette_for_bone_glajpro^ 
20 aU_xl6832_840.1381,mmaJfor_cathepsm_^^ 

all_x54936_l 140-1627,iimm_forjplacentajgrowfli_^ 

aUjK70683_2322-2752,imna_for_sox-4_j)rotein 

aU_x85545_l 122-1 591 ,iiima_forjrotemJdnase,jpkxl_ 

aUjx90392_2058-2545jmrna_for_dnase_x_gene_ 

25 

z32765exon_79-159,cd36jgene_exon/gb=232765_/ntype==dna_/aiinot='exon 
Metagene318 

30 hg3 1 1 l-ht3287_at_hg3 1 1 l-ht3287_autoantigeBL 
m57230J2652-3000,membrane_glycopK)tein_jpn 
aU_x68487_1174-1667,mrna_for_a2b_adenosmej:eceptor_ 
alljx:89430_l 828-2333,imim_forjaielhyl_cpg_^ 
zl895 lcds_3 1 l-509:m_reversesequence,_627-8 13,inma_for_caveoHn_ 

35 

Metagene 424 



hg31 1-hGl l_at_hg31 l-ht31 l_ribosomal_protemJ30_ 
m26167mma_385-730,platelet_fectorvaration(pf4varl)_^ene,jcomplete_^ 
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I1128219J7- 

2S3,low_demity_Upppn)teinjreceptor_(flimu^ 
iii57892mma_775-1267,carboiiic_anhydrase_iso2yme_^ 
u09303_2354-2870,t_ceUJ[eukc5mia_lerk-2^ 
5 v00594miim_15-3 1 6,mma_for_metallotMoneinJBt)m_cadimi^ 
treated_cells>mma_for_metaIlothionemja"om_ 
x59871inma_2672-2836,tcf-l_mma_for_t_ceU_factoj^^^ 
z47556mm^2_1596- 

1 866,j5emenogeliiiji ^ene_extracted_tomgenes_for_semenogelin_i_andjseme^ 

10 

Metagene 324 

d29810_835-1363,imM_fiMijjnknown_^ 
I76224_3424-3970,mnda_recq)tor_mnia,_complete_cds_ 
15 all_m24349_838-13 16,parathyn)idjionnone-lito^ 

plpg(l,3,7-2) 

s81944_l 173-1689,_gainma- 

aminobutyric acid_typejajreceptor_alphasubiuiit_[h 

all_u03 642_1 060- 1565.gjrQtein-cottpled receptor apj gene, complete cds . 
20 an_u06155_512- 

660,chromosome_lqjsubtelomeric_sequence_dls553/gb==u06155_/n^e=dm^ 
ul9557_998-1104,squamous_ceH_caix;moma_an1igeo(scca2)_^^ 
il32659_1393- 1 825,il-.l 7_mma, jcomplete_cds 

u435 1 9J2976-3474,dystrophin-reIatedjprotem(dip2)_mnia,_compIete__cds 
25 \i88902_cdsl_f_at_u88902_ii88902,30Jnja88902cds#l_l 
499,_integrase_ 

x809 1 5mma_1908-2322,gdf5_gene 
yl0205jGrmia_146-548,inrna_for_cd88jrotein/gb==yl^ 

30 Metagene 204 

d42040j4334-4623,naniajforjdaa9001_gene,jconiplete_cds 
u07695_3362-3770,tyrosinejkmase_0itfc)_innia,j^ 
ul9252_4495-5045,putative_transmembranejprotein_mnm,jcomplete_ 
35 u32680_1088- 1664,cIn3_mnia,_coniplete_cds_ 

xi80073_1289-1655,tip_associatingjprotein_(tap)_n3aiia,_coniplete_cds^^ 
x06745mma_4850-5288,mma_for_dna__polymerase_alpha-subiinit_ 
all_x52896_1629-2195,rna_for_dermal_fibrobIast_eIastin_ 
x53742mrna_1930-2470,iiima_for_fibulin«ljb 
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x54667cds_l lO-326,innia_&r_0ystotinj5,inniaJFo^ 

x59303cds_3274*3773,g7a_innia_fQr_valyl-tma_syn 

x64728cds_1694-1946:inj:eversesequence»_2140-2278,chml^^ 

x79440cds__1303- 1 759:injeversesequence,__l 827- 1851 ,mma_forjaadp+-dependent_maUc_eiU8^ 
5 alLx97198_5010-5545,inma_for_receptorjhosphate_pq)-2_ 
aU_x99975_3672-4243,mnia_forJirtr/hgcnfjprote^^ 

y08612cds_1849-2197:in_reversesequence,_2257-2269,mma_for_nup88_j)rotem 

yl0514iimia_6-270,ixmiajfor_cdl52_j>roteiiygb==yl0514_/nt^ 

aU_z80788_607-1040,h4/l^eiie 

10 

Metagene 101 

dl3814_960-1532,mrim_for_angiotcnsin_uj^ 
in63 175_122 1- 1 689,autocrinejcnotiUty_factor_recqptorjamia_ 
IS u22029_l 690-2227,cytochrome_p450_(cyp2a7)_mraa,_complete_cds_ 

xl3930cds_1147-1454:injreversesequence,_1650-1695,cyp2a4_mma_forj^ 
x63 1 87mnia_9 1-511 ,he4_inmajrorjextraceUular jrotemase_inMW 

Metagene 177 

20 

hgl 148-htl 148_atjigl 148-htl HSJdpopolysaccharide-bindingjprotein 
hg2309-ht2405jatjig2309-ht2405_insulin-like jgrowfli_factorJb_ 
u703 70_1 5 n -20 1 24imdlimbjBxpressedJiomeobox jptoteinjb^ 
all_x 1 5573_23 1 3-2800,Uver-type_l -phoq3hofiiictokmase_(pf^ 
25 x66365cds_543-957:mjrev©rsesequeiice,_1080- 

1 206,mma_j)lstire_for_serine/1iu:eonme jrotein^kin^ 
all_jc8578 6_1 75 1 -2262,inma_for_dna_binding^regulatory_factor 
x86564cds_j4 1 7-446:not_in_jgb_record,fiir-2__gene, jexon_l_ 
a!l_x95240_1487-2056,mma_forjcysteme-rich_secretoxy^^ 

30 

Metagene 52 

hg2841-ht2969_s_atjhg2841-ht2969_albumin,_altsplice_3,_nuss 
hg3417-ht3600_s_at_hg3417--ht3600__gtp_cyclohydrolasej,_altsplice_l_ 
35 j05008exon#5_637-l 183,endofhelm-l__(ednl)_jgene,jcomplete_j:ds 
u44105_314-574,rab9_expressed_j)seudogene_jnma,_complete_cds 
aU_x04602_920-1086,mma_forJnterleukmj3sf-2_(b-cell_dif^^^ 

Metagene 93 
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d85423_133-439,mma_for_cdc5,jpartial_cds/gb=d85423_/^ 
u23070_938-l 460,putativejxansmembranc_jirotein^ 
alLx5200 1_1 770-228 1 ,endothelinmnia_ 
5 x83863cds_l 151-1241,mma_forjrostaglandin__e_receptor_(ep3f)_ 
z34822_f_atjz34822_z34822,_4040Jn_z34822_6145-6595,(hlcc85)_ 
dependenM-lype_ca_ch 

Metagetie'421 

10 ' 

hg3255-ht3432_atJhg3255-ht3432jgaimna-aminobutyric_^^ 
hg41 08-ht4378_atJig4 1 08-ht4378_olfactoiy_receptor_orl7-24 
m22490_1282-1630,bonejDaorphogeneticjprotem-2b_(bmp-2b)_n^^ 
m95925_l 366-1 852,leucinej2ipper_onjtfie_dl4s46e_locwsjtmTia,_ 
IS u27333_2523- 

2728,alpha_( 1 ,3)_fucosyltransferase_(fut6)_mma,_major_transcri^ 
u35735_21 15-2442,rachl_(rachl)__rarna,__conipIetejcds 
u44799_299-860,ul-aimp_bjndinfi^prolBin_homol^^ 

20 Metagene 371 

d86096_cds6_at_d86096ji86096^ot^mjgb_record,_ep3- 
iv_gene_extracted_fromdna_forjprostaglandm_e_rec 
s62907_l 577-2136,_gamma- 
25 aminobutyric_acidaj:eceptorjalphasubunit_[hiunan, Jfetal 1 89_jit] 
u33920_2564-2644,clonelambdasemaphorm_mraa,_corapletejcds 
u87309_43 15-4843 JhLVps41p_(hvps41)_mma,_complete_cds_ 
u96114_2964-3390,nedd-4-like_ubiquitm-protem_ligase_wwp2jtnn^ 
all_x8201 8 J2942-3459,itirna_forzidjpK)tein 

30 

Metagene 306 

hg3238-ht4861_s_atjbig3238-ht4861jprostaglandin_ep3_re^ 
s72904_1884- 

35 2322,_apkl_antigen=iiiab_ki_recogiiized_[human,_ovarian_carcinoma_ce^^ 
u45285_2099-2579,specific_l 1 6-kda_vacuolarj)roton_pump_subunit_(oc- 
1 16kda)jmiiia,_coinpletejDds 
u80017nima#l„412- 

673,J>t£2p44_^ene_(basic_transcription_fectoip44)_exti^ 
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x01057mnm_1492-1738,iium_forjmte^^ 
x95592_558-l 122,iiima_for_cld_protein_ 
x97301mma_13-148,mma_forjptg-l l_proteW^ 

5 Metagene479 

ab0023 1 8_6384-6786,mraa_for_kiaa0320_^ene,_j5aitiaLcds/gb-ab0023 ^ 

ac000099_12194.12426:in_ac000099cds_519-556:in_an_ac000099_12207,_cosmid_^ 

afl310193J2552-3044,mad-related_gette_smad7_(smad7)_iiima,_complete_cds 
10 dl3634_1915-2419,inrna_forjdaa0009_^ene,_complet^^^ 

dl 75 1 6_1075- 161 5,nmiaJforjpacap_receptor,^complete__cds_ 

d61391_1169-1685,iimiajrorjphosphonbosypyn)phosphate^ 

associatedjprotem_39,_complete_cds 

d7801 l_1552-2098,inrnajforjdihydropyriinidinase,_c^ 
15 d83920J732-l 158,utems_mma_forficolm-l,_complete_cds 

hgl 723-htl 729_at_hg 1 723-ht 1 729_macrophage_scavenger_receptor,_aItsplice_2 

hg3 1 5-ht3 1 5_atjig3 1 5-ht3 1 5_b eta- 1 -gly coprotein_l 1 ,_pregnancy-specific 

hg3242-ht34 1 9_s_at_hg3242-ht34 1 9_calciumjchamieI,_voltage~ 

gated,_alpha_le_subunit,_altsplice_2_ 
20 j03798_1026-1536,autoantigen_smaUjauclearjriboTO^^ 

101664_43-529,eosinophil_charcot- 

leyden_ciystal_(clc)_protein_(lysopho^h^ 

10341 1J798- 1260,rdjiDtemj(rd)_imna,_coinpletejcds^ 

allJ05512_1285-1313:not_m_gb_recordJiistatin(Msl)^ene 
25 12544 1_14 1 0- 1 890,geranylgeranyl1aransferase_type_i Jjeta-subi^ 

12608 l_1959-2487,semaphorin-iu_(hsema-i)_mma,_compk 

I38929mTiia_5668~61905protein_tyrosinejphosphatase_delta_nHTia,_comp 

1405 86_1 123- 1 255,idijronate-2~sulphatasej(ids) jmma,_complete_cds 

141066J232 1-283 1 ,nf-at3_mnia,jcoinpIete_cds 
30 I76670_502-1071,ixkat7_mma,_complete_cds 

m58297j2215-2653,zinc_fingerjproteinj42_(mzf-l)_^^ 

n)d?1036mnm#l_37-529,_^-gamma_j;lobin^ene_extracted_from 

gainma_globin_genes,_comp 

m95724_2549-2939,centromere_autoantigen_c_(cenpc)jnMma,_complete^ 
35 ^78203_2096-2660,jpeptJ2=h+^/peptidejcotiansporterJhuman,Jki 
s83365_109-343,_putative_rab5--interactingjprotein_{clonejil- 
94}_|liuman,_hela_cells,jDQrnajpartial,_3 6 
u07223inma__1930-24 1 0,beta2-chimaeriii_mma,_complete_cds 
ul8932_4216-47564ieparan_sulfate-n-deace1ylase/n-sulfotransferase_i^ 
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u26032 J2 1 76-2596,translationJmtiation J&ctorjwf-2aIpha_i^ 
1x3258 l_2488-2884,lainbda/iota-pn>tem_kinase_^ 
u52700J70-328,tenascm-x_(xb)joama,jrace_clone_^ 
u62438_1545-1875,iiicotmic_acetylcholine_rec^tDrJbe1a3_^ 
5 u67932mnia_1128- 

1700,campjhosphodiesterase_(pde7a2)_mma,_complete_cds/gb=^ 

u68488_1013-1397,5-hydroxytiyptamine7_receptor_isofor^^ 

u85267_7- 

1 45,do\m_syn(kome_critical_region(dscr l)^^e,_altemativejex 
10 aU_xl6667_1634-1917,hox2g_mma_from_theJiox2_locus 

aUjx74987_2208-2684,nmm_for_2'_-5'„oKgoadenylate_^ 

aU_x76<M0_2954-3309,nmia_forJonjpn)tease-likejix)tem 

x76498exon#3j63-369:injreverseseqiiencejJJt899-3043,gene_for^^ 

alljx78520_3490-3935,Jhisapiensjma_for_clcn3 
15 alLx8 1636_2127-2329,cla1imn_Hght_chaia_a^^ 

aU_x8 1 637_5805-5938,clathrin_Ught_chainb_gene_ i 

all_x91992_1340-1929,mnia_for_alkb_protemjiomolog_ 

x93017exon_1293-1797^cx2_^ette_(exon_2)/gb=x93017Jhtype=dna_/aimot=^^ 

dLx96753J7313-7896;tmm_for_melanoma-associated_chondroitm^ 
20 all_3K)0064_1931-2418,mnia_for_secretogranm^ 

y08991cds_3846-4038:mj»versesequence,_4743-4845,mma_for^^ 

z34897_l 138-1654,inim_forJil JMslaminejrece^ 

Metagene 239 

25 

ab000409_2046-2538,mraa_for_nmkl,_complete__cds_ 

afD00430_1941-2427,dynamin-likejrotein_iiima,_complete_cds 

af009426_7540-8044,clone_22_iiima,_altemative_splice_variantjbeta^ 

1 ,_complete_cds/gb=afl)09426_/ntype 
30 dl4660J739-1249,mma_forJkiaa0104_gene,_complete_cds_ 

dl4878_1001-1499,mmajforjprotein_dl23,_complete^^ 

d38251_642-l 149,innm_forjrpb5_(xap4),_complete_cds_ 

d50678_3909-44 1 3,mma_for_apolipoprotem_ejreceptor_2,jcoinplet^^ 

d87448jl763-5183,irimajforkiaa0259 ^ene,jpartial_cds_ 
35 hgl 102-htl I02_at_hgl 102-htl 102_i^-related_c3 J?otulinumjoxin_substrate 

hg3400-ht3579_atjig3400-ht3579_nestin 

hg4120-ht4392_s_atjhig4120-ht4392_proteinjdnasejpitslre,_alpha,^^ 

hg944-ht944_s_at_hg944-ht944_dopammej'eceptor_d4 

j03626nima#l_l 15 l-1653,_umps_genejextracted_fromumpjsynthasejii^ 
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102547_1290-1752,(clonej250-19)jcleavage_stimulation_fector_50kd^^ 
177864_2060-261 8,stat4ikejprotein_{fe65)_mr^ 
m29580iiima„1813-2326^(>'fhigeTj»rotem 

mS 1 1 8 1_2360-273 1 ,sodium/potassixim_a1paseJbe1a-2_subunit_(alpb2)ji^ 
5 s8 122 l_2246-2546,_lanosterol_synthase_Iliuman,_fetal Jiver, jmm 
u07349 J233 1 -2805,b_lymphocyte_serine/threonmejproteinJ^ 

ii3622 1_1562- 1 8 14,pancreatic_zyinogen _granule_membrane_j)rotem_jp-2_mma,_compiete_cds^ 

u36787_491-995,putativeJhLolocytochromejo-typejsynth^ 

u38864_1766-2186,zmc-fingerjprotein_c2h2-150_iimia,_compl^^ 
10 u40271_3598-3999,tiansmeiiibimiejreceptorj>re 

u41804_882-1254,putativejtl/st2_receptorjbmdmgj^ 

ii5 1 903_5202"5712^gap-iTelated_j>rotem_(iqgap2)_mma,^^ 

u52969_19-505,pq;)19_(pcp4)jiiriia,_complete_cd^ 

u71207_1846-2224,eyes_absentJbLomolog_(eabl)_ninm,_complete_^ 
15 u79256_655-1033,clone_23719_mma_sequeiice 

all_v00594_l 5-75 ,nima_forjaaetallothionein_fi:om_cadmium- 

treated_ceUs,mnia_for_raetaUothionein_fromjc 

all_x04434_4484-497 1 ,mraa_for_insulm-like_growth_factorJ[ jreceptor 

x07438exon#2_ll- 
20 166,dnaJFbr_cellularjreti2iolJbmdingjprotei^^ 

x58199irmia_2491-2573,iiima_forJbeta_adducin_ 

all_x723(M_1456-1688,innia_for_coiiicotrophin_ieleasi^^ 

x87344inniafi^26_769-945,dma,„dmb,_lila- 

zl,„ipp2,_lmp2,_tapl»_lmp7,_tap2,_dob,_dqb2_aad_rmg8,_9,a^ 
25 all__2l4093_l 190-1743,nuia_forjbranched_chainjd^^ 

Metagene 452 

in38 1 80iiinia_13 1 623,3-beta-hydroxysteroid_dehydrogeiiase/delta-5Hielta-4-isoniemse_^^ 
30 hsd)_gene 

Metagene 395 

hg88 1 -ht88 l_at_hg8 8 1 -ht88 l_mucin_6;_gastric 
35 100190mrna_912-1384,antithroinbin_iii_(ataiii)_gene,_exona 

ml6973mma_1406-1910,complementjrotein_c8_beta_subu3Dit_i^^ 
all_m21642_180- 

301 ,(dysfunctional) jantithroinbin Jii_(atiii)_utah_geueXdysfu^ 
m26682J721-1171>cell_translocation_gene(ttg-l)jt^ 
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m54992_924-1494,bjcenjdifferentiation_antigen_iiima,_^ 

m81883inma_3226-3538,glutamate_decarboxylase_(gad67)_^ 

m83712_1078-1646;nicotiiiic_recq)torja^5lm 

s75 1 74_1 316-1511 ,_e2f-4==transcription_factor_l>imian,_nalm6_ 539_nt]_ 
5 ul 6 1 29_2 1 08-2684,glutamate_receptor_(glur4)_mma,_camplete_cds, 
ii50360_8 l-385,calcium,_calmodulin- 

d^endentjprotem_kinase_u_gamma_inma,_j)artial_cds/gb^ 
xi79248_1157-1553,cloae_23826_mma_sequence_ 

x51698cds_39-343:inj:eversesequence,_387-465,spasmolyticjolypeptide_(sp)_ii^ 
10 aU_x72925^3671-4008,mnia_for_desmocollmJype_^ 
x90828exon#2J233-752,mma_forJianscription^ 

yl 1 18O03ma_31-247,mma_for_twistjproteiii,jpait^ 1 180_/ntype=nia_ 
Metagene 84 

15 

d28589inma_281-743,mma_(kiaa0pi67),_j)artial_sequence/gb=d2858^^^ 
d7999 1_5 1 8 1 -56 1 3 ,mnia_for_kiaaO 1 69_jgene,_partial_cds_ 

11 1573_1 101-1665,surfactant_protemjb_mma,_complete_jcds/gb==ll 1573_/n1ype=nia 
u79528_1038-1577,sr31747J:)indmgjprotemmrna,_complete_.cds 

20 

Metagene 5 

m20030_68-612,small_j>it)lme_richjrotein_(sprii)_^^ 
25 Metagene 164 

af009674_2870-3308,axin__(axin)_mma,_partial_cds 

dl3748_812-1352,mma_for_eukaiyotic_initiation_factor_4ai 

dl6562_514-1042,mma_for_atp_synthase_gamma-subunit_(l-t^ 
30 d28473 _3882-441 8,t-lymphocyte_iiMna_for_isoleucyl-tmaj5y^ 

d29643_1079-1469,mitia_forjkiaa0115_gene,_complete_cds 

d32050_27610307,nMiia_for_alanyl-trim_synthetase,_com 

d42073_1551-2049,mma_forjreticulocalbmjconflplete_cds_ 

d50063:_l 1 39- 1 553,nmia_forjproteasome_subumt_p40_/jmov34_j)ra^ 
35 d63478__28 1 6-3308,mrna_forJdaa0144_gene,_complete_cds 

d80000__5250-5754,mnia_forkiaa0 1 78_gene,_j}artiaLcds_ 

d86970_5998-6400,mrnajforjdaa0216__gene,_complete_cds 

d87071_5779-6223,inma_for_kiaa0233jgene,_complete_cds 

d87437j4613-5039,»mraa_for_kiaa0250_gene,_.complete_cds 
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d89052j428-9385mnmjforj)n)ton-atpase4ike_protei^ 
hgll53-htll53_atJbigll53-htll53jQUcleoside_diphosphat^^^ 
hg22794it2375_atJbg2279-ht2375jiiosephospliateJisome^ 
j03 1 9 lmma_l 92-684,profain_ninia,_complete_cds_ 
5 j0403 l_2529-3057,melhylenetetraliydrofolate_dehydrogenase- 
_niethenyltetrahydrofolate_cyclohydrolase-fo 
j04988cds_1925-2147:m_reversesequence,_7591- 
783 1 ,90 JcdJieatj8hock_protem_gene,_completejcds_ 
110678_1 128-1 650,profQm_u_nima,__complete_cds 

10 11 1669_1355-1715,tetac5yclmeJiampoiter-likejm3tei^^^ 

114076_1469-205 1 ,pre-innia_spMciag_fector_sip75_iiima,jcomple^^ 
116842_1402-1792,ubiqumol_C3^ochrQme-cjreductasejcore_^ 
120010_7717-8185,hcfljgene_related_mma_sequeace__ 
B3243mma_13655-14051,pblycysticjddney_diseaseprotein_(pkdl 

15 138696_961-1375,autoantigenjp542_inma,_3Lend_of_cds 

ml 1433_1 15-403,ceUularjretinol-binding_j)rotemjmma,_com 

in3 1 606inma_l 1 02- 1 528,phosphoiylase_kinase_(psk-c3) jaama,_complete_cds 

alljii34677_1486-1913^ested_^ene_j)rotein_gene,_complete_c^ . 

m57567_491-953,adp-ribosylation_factor_(harf5)_nmia,_complet^^ 

20 m61832_1472-2002,s-adenosylhomocystemejhydralasej(ahc^^ 
m81601_2039-2483,transcription_elongation_factor_(sii)_^^ 
m86400_2239-2743,phosphoUpase_a2_nma,_complete_cds_, 
m88458__585-1095,elp-l_inraa_sequence 
m943 62_37 1 7-4 1 79,lammjb2_(lainb2)_inma,_partial_cds 

25 in97856_2016-2430Jhistone-bindingj?rotemjcnrn^ 
s75463_1145- 

1565,_j)43=TOitochondrial_elongationjractorJiomolog_Pium 

all_u02493J2130-2485,54_kdajrotem_mma,_complete_cds_ 

u02619_6437-6965,tfiiicjbox_b-bindmg^subuiiitjtnma,_^ 

30 ul8321_1065-1569,ioni2ing_iadiationjresistancejconferringj^^ 
u20285_1283-1811,gpsl_(gpsl)_iiima,jcomplete_cds 
u25988„680-720,pregnancy-specific_^lycoprotem(psgl3'J_mnia,_^ 
u28386_1405-1933,nuclearjocali2ation_sequence_receptorjisiplalph^ 
u3 1 556_1445- 1 679,transcription_factor_e2f-5_inrna,_coniplete_cds_ 

35 U33053 J238 1 -2879,Hpid-activatedjproteinJdnase_prkl jinma, jcomplete^^^ 
u36764J721-997,tgf-beta_receptor_interactmgjproteininma,_^ 
u39400_1407-1887^ofl_mrna,_complete_cds_ 
u47077_13025-13463,dna-dependentjproteinjdnase_catdytic_subum 
pkcs)_inma,_jcomplete_cds 
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ii5r586J262-1676,siahJ)mdingjprotein(sialibpl)j3m 
u62136_660-1050,putative_enterocyte_difiFeiienti^ 
ii6671 liiinia_556-l 102Ay-6-i»totedj[*roteiiLr9804 _gene,_complekL.cds_ 
u73379_l 93-66 1 ,cyclin-selective_ubiquitinjcarrier J 
5 u81375J669-2119,placental_equilibrative_nucleoside_transporter(hentl)_^^ 
v00599mma_903-1380,mma_fmgment_encodingj3eta-mbulin(from_c^^ 
aU_x02152_1090-1625,inma_forJactate_dehydrogenase-a_(ldh-^^^ 
alLx04366JZ448- 

2986:,mraa_for_calciumjactivated_neutraljroteM 
10 aU_x05 130_1362-1876,innia_forjprolylJ^hydoxylaseJjeta_su^ 
proline 

aU„xl4850_1122-1555,li2a.x_mnmjBncodiiigJiistoneJ^ 

aUjK52142_2163-2734,iimm_forjctp_synthetase_^^ 

x58079inmaji3-565,nima_fcjr_sl00_alphajprotem 
15 x6795 1 cds_3 1 2-576:m_reversesequence,_642-88 8prama_for _proliferation-associated_gene_(pag)_ 

alLx75208_3276-378 1 ^ek2_inma_for_j>roteinjyrosme Jdnase^^ 

alLx97335_3247-37(M,nima_forJdnase_a_anchorjprotein 

yl0807j650-1227,iiimajForjargimnejnethylti:ai^ 

z27 1 13cds_73-325:mjrev«:sesequence,_439-463,gene_forji^^ 
20 z48501cds_957-1429,inma_forjpolyadenylatejbinding^^^^ 

z48950exon#4J794-1100^,3b jgene_forhistone_h3.3_ 

Metagene 136 

25 ac000064cds#2_102-372:in_fullsequeiice,_6375- 

6621,_wugsc:h_rg083m05.2_5ene_extracted__frombac_clone_rg 

ac000064cds#l_1287-l 581 :in_reversesequence,_l 6950- 

17160,__wugsc:li_rg083m05.2_gene_extracted_frombac_c 

afD00177_293-851,sm-likejprotem_casm_(casm)_mma^complet^^ 
30 af00023 l_1768-2308,i:abl la_stp2«ejtnriia,jDomplete_cds. 

afD15950_3501-3909,telomerase_reversejhansOTptas^^ 

dl0656_988- 1 528,mma_for_crk-ii,_completejcds 

d63391_341-773,mma_forjlatelet_activating_fector_acet^^ 

subuiut,_complete_cds 
35 d86959_5435-5867,mmajforjdaa0204^ene,_completejcds 
hg3 1 04-ht3280_atJhig3 1 04-ht3280_serine_protease__nietl 

I34820_566-938,nad+-dependent_succmate-semialdehyde_dehydrogenase_(ssadh)_m 

m37400mma_1352-1886,cytosolic_aspartate_ammotransferase_inm 

m63483_757-1255^ajor_nuclear_matrixjarotein_^^ 
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m68891_2398"2686,gata-bmdJngjprotemj(gata2)jtn^ 
s72370_3422-3962,jymvate_carboxylaseJTaiman,Jddney,_^ 
uOl 160_10S6-163S,transmembranesup6ifaxmly_^ 
u39412_675-1209:not_m_gb_record,platelet_alpha_snap_iiima,_compk^ 
5 u44755_965-14875pse-bindmg_factorj>tfjdelta_subunit_mm 

u44839_2566-3088,putative_ubiquitin_c-termind_hydrolase_(i^ 
u66469_8 1 9- 1209,cell_growth_regulator_cgrl 9_mma,_coinplete_cds_ 
ij87972_91-373^ad+4socitmte_dehydrogenasejtnma,jpartial_c^^ 
an_xl2433_1247-1734,phsl-2jmma_withjorMiomologous^^^ 
10 aUjxl7025_1254-1807,homolog^ofjreastJ[pp_isomei^ 

Metagene 262 

d90070_1329-1828,afl-derivedjma-responsive_(apr)_peptidejtnma_ 
15 m69 1 8 1_6995-7523 ,noiimuscle_myosin_heavy_chain-b_(niyhl 0)_imna,_partial_cds 
u02680_2435-2837,proteinjyrosinejkmase_inma,_complet^^^ 

Metagene 391 

20 176627innia_5831- 

6329^etabotropic_slut™iate_receptoralpha_(mgliirl alpIm)_jiiriia,_,complete_cds_ 
m55422_2463-2733Jkraeppel-relatedjrinc_faigerj)rote^^ 
all_m61855_1535-1714,cytochromejp4502c9_(cyp2c9)_mma,_clone_25 
all_xl 4968_1 22 1 - 1 636,testis_mma_for jliejrii-alpha_subunit_ofjcamp_depen^ 

25 x61079mma_10-21 1 ,mnia_for_t_cell__receptor,_clone_igra24. 

zl 64 1 lcds_29 1 7-3 1 1 0:inj:eversesequence,_3 1 37-344 1 ,inrimjencoding_j>hospholipase_c 

Metagene 276 

30 hgl067-htl067jr_at_hgl067-litl067jmucm_ 

u43292_706-1252^dslbjCmdsl)_innia,_conaplete_cds 

aU„x83492jll8-500,nmm_for„fes/apo-l_(clonejpcilmll^ 

fasdelta(4,7))/gb=^83492_/ntype==ma,nama_for_fe 

x95826cdsJ203-773,art4_gene/gb==x95826_/ntype==dna_/amiotr=cds 
35 x99894_936- 1482,mniajcoding_for_imidin^romoter Jfector J 

Metagene 76 

d503 10_73 1-1 127,nima_for_oyclin_i,_complete_cds 
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d87735_127-643,inniaJbr_iibosomarpK)teiaJ14,^^^ 

hgl515-htl5 15_f_atjigl5 15-htl5 15 Jimscription_^ 

hg31 17-ht3293_at_hg31 17-ht3293_mpsl 

hg384-ht384_at_hg384-hl384_ribosomaljrotein_126_ 
5 hg429-ht429_atJig429-ht429J>-cell_^owth_factor__ 

hg613-ht613_at_hg613-ht613_ribosoinaljprotein_sl2_ 

hg688-ht688_f_atJig688-ht688_majorJiistocompatibility_^^ 

j03459mma_14S9-1855,leukotriene_a-4Jiydix>lasejDa^ 

108666_953- 142 1 ,porm_(por) jmna,_completejcds_andJn^ 
10 I3687(hnnia_30770533,mapjcmasejkinase(n^ 

ml3934cds#2__41-407:m_reversesequence,_5551- 

5557^^ipsl4_gene_0jiikno\m_j>rotem)_extr^^ 

ml4199_2-381,lammmjreceptor_(2h5_epitope)_mma,_5'_end 

ml7885mma_532-946,acidic_ribosomal_phosphoprotemj0_nmia,_c 
15 in26730cds_3-273:injreversesequence,_99-204,mitoohondrial_ubiqum^ 

bindmgjprotein_gene,_5'_flaiik_w 

m75 126J5 159-3537 J[iexoldnase(hkl)jDMna,_.complete_cds_ 
m84711_345-831,v-fos_transfonnationjefFectorjpix)t^ 
ul2404_l 1 1-65 l,csa-19_nima,_complete_cds_ 
20 ul4970_122-656,ribosomalj)iX)teinj55_inrna,jM)mplete^ 
ul4972_103-499,ribosomaljpix»tem^slO_inma^conipl^^ 
u21049cds_61-319:mjreversesequence,_592-7604d96_mnm,_complet^^ 
u58682_3 1-3 13,ribosomal_protem_s28_mma,_complete_cds_ 
u65092_324-774,melanocyte-specific_gene(msgl)_iima,_complete_cds 
25 u70323_3897-4401,ataxin-2_(sca2)jmxia,_complete_cds 

u70439_956-1407,silver-stamablejprotem_ssp29„nima,_complete_^ 
v01516cdsJ713-1044:in_reveiseseq[uence,_1070- 
1293^essenger_fragraent_encodingjDytoskeletalJceratm^ 
aUjx04347„618-917,Uverjtnma_fragmentJbi^^^ 

30 xl2671mnm_1450- 

1726,Jinmp_al _j)rotein_gene_extracted_fromgene_for„heterogeneous_^^ 
xl5940cds_66-348:in_reversesequence,_379-385AnmaJfor^^ 
xl6560cds_l-163:inj:eversesequence,_13- 
295,cox_viic_gene_for_suburut_viic_of_cytoclm)me_c_oxW^ 

35 x53777cds_8 l-435,123_iiiraa_forjputative_ribosomaljprotein_ 

x55733cds_1611-1773:injreversesequence,_1840-2056,mitiation_factorjlb_cdn^ 

x55954cds_19-385:mjreversesequence,j*27-433,mma„forJil23ji^ 
x62691cds_13-343,mma_forjribosomarprotem_(homologuous_^^ 
x73460cdsJ725-l 133:m„reversesequence,_121 1 ,mma_forjribosoinaljprotemJ3_. 
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x76013cds_1933-2257:mjreveiBesequence5„2328-2394,qrshs_^ 
x80822cds_13-331:mjreversesequence,_56-578,mma_for_orf 
x80909cds_297-59 1 :in_revei:sesequeace,_694-754,alphajmcjtnma 
all:_y00339_913-1465,ixmia_for_caibonic_aiihydi:Bse_ii^^ 
5 y08915_749-1235,mrna_for_.alphaprotein_ 

Metagene 130 

ab002315j*819-5347,mma_forjkiaa0317_^ene,_comple^ 
10 ab002382_4858-5320,iimia_forjdaa0384 _^ene,_complete_cds/gb=ab002382Jn^e=Tna_ 
ac0021 15imna#2_3349- 

7559:notJnj!bjrecoxxl,jDox6b_^ene_(coxg)_extracte^^ 
afD02020L4090-4600,niemann- 

pick_c jdisease jprotem_(npc 1 )_mma,_complete_cds/gb=afl)02020_/ntype===nia 
15 dl4657_355-775,nima_for_kiaa0101jgene,jcoinplete_cds 

d25248 jt5 10-5050,randomly_sequenced_innia_ 

d25304jl431-4701;tmnajforjdaa0006^ene,_j>^ 

d25547J779-864,nmia_fc>r_pimt_iso2yme_^^^ 

d28476_5899-6385,mraa_forjdaa0045jgene,_complete_cds 
20 d557l6_l952-2378j,mxiiajforj?lcdc47,_^^ 

d63876_3171-3717,mniaJforJkiaa0154^ene,jartM^ 

d79998_3 100-3562,innia_forjkiaa0176 _gene,__partial_cds_ 

d83004_644-1148,epidennoid_carcmomajtmtia_forja^ 

conjugating enzyme_e2_similar_to_drosophila_ 
25 d83785_52 14-5634,mnia_forjdaa0200jgene,_complete_cds 

d85181_1502-2018,umiajfor_fungal_sterol-c5-desati^ 
d86550_5888-6338,mma_for_serine/threonme_pro1^ 
d8745 l_2622-3162pMna_forJdaa0262 ^ene,_complete_cds 
d87969_1206-1686,mma_for_cmp-siaUc_acidjhansporter,jcom 
30 hg2492-ht2588_atJig2492-hl2588_glutamatejrcceptor_subum 

hg4557-ht4962_atJig4557-ht4962j5maUjauclearjibonucleopro^^ 
107758_1288-1762,ief_ssp_9502jtnma,_complete_cds_ 
113738inma_4076-4490,activatedjp21cdc42hsjkinase_(ack)_^^ 
allJ19314_3362-3789,hjry_gene,_complete_cds 
35 120859_2655-3 1 59,leuketnia_virus jreceptor(glvr 1 )_mma,jcomplete_cds 

121936_1796-2222,succinate_dehydrogenase_flavoprotein_subunit_(sdh)_mm 
127706_1445-1985,chaperoninjrotein_(tcp20)jgene_completejc^ 
I34600_1958-2426,nuclear-encodedjmitochondrial_initiation„fac^^ 
all_m22877_1917-2434,somaticjt5ytochrome_c_(hcs)jgene,jcompte^ 
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in29960inma_172 1-2141 ,sten)id_reoq)tor_(tr2- 11) jiinia,jcomplete_cds 
m3 1 932iiinia_1771-2341 ,igg Jow_afEmity_fc_fragment_receptor_(^^ 
m32011iimia_1623-2157;neutiX)pMjoxidasejractorj(p 
m33336_2441-3005,camp-dependeatj?roteinjkmasejty^ 
5 alpha_sub\uut_(prkarla)_innia,_complete_cds__ 
m75715_1635-2185,tb3~l_mnia,_complete_cds 
u07559_1832-2366,isl-l_(islet-l)_mnia,_complete_cds 
ul 1872_36-72,interleukm.- 

8_receptor JypeJbj(U8A)_iiima,_spUce^ ,_partial_cds/gb=ul 1 87 

10 ul 5642_975-1472,transcription_fector_e2f-5jt^^ 
U47927J2598-3 132,isopeptidase_tl(isot)_innia,_c^ 
tt48296_1629-2175,protein_tyrosinejphosphatasejtpcaaxl_(^^ 
u52 154_2352-.2610,gjprotein- 

coupled inwardly_rectifymgjotassium_chaimeI_kir3.4_inma,^ ^ 
15 u63541mma33 1-977 ,iiirna_expressed_in_hc/hcc_Uvera_an 
4_proliferating_cells,jpartial_sequeiice • 

u77456_2006-2414^ucleos6me_assembly_j>roteiimirna,_coraplete_cds 

u84720_1431-161 l,inma_export_j)rotein_mel_(rael)_iiima,_complet^^ 

u89336exon#34-35 35- 
20 87:not_mjgb_record,juxilmownjgenejex^ 

u94832_2732-2958Jkhjt3^ejspUcingjregalatory_^ 

u94836_3450-3894,erprot_213-21_iiima,_coinplete_cds 

all_x06272_2379-2854;tnnia_for_dockmg_j)rotem_(signal^^ 

all_x 1 7567_j432- 1018 ,nia_for_siimpjproteiiiJb 
25 all_x6374l_j3695-4230,pilot_mma 

x66U3cds_2199-2633:inj:eversesequence,_2682-2729,mma_forjprn/scl_100kd^ 

all_x67155_2735-3228,mma_for_mitoticJdnesm4ikej^^ . 

all_x79888_965-1500,auh_imna_ 

x87613cds_l 996-2236:iii_reverseseqttence,_2780- 
30 29 12,«imaJfor_skeletaljaiuscle_abu»dantj)rotein_ 

all X95632 168Q"1784,mnia for arg protein tyrosine Idnase-binding protein 

y07707_1136-1634,tnma_forjtba4 ^ene/gb==y07707_yntype=TOa 

2:8472 1 cds#l_8 l-390:injreveisesequence,__l 5248- 

1 54883dna_sequence_fi-om_cosxnid_gg l_from_a__contig_froxn_t 
35 reverse_z86000_20444-20634,dna_sequence„fix>mjac_151bl4_on_chromosome_22ql2- 

qter_contains_somatostat 

Metageae 42 
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ab00Q462 6801-7227,mma for _sh3 binding proteiBu clone Tes4-23a>_complete_cds 
in65062_1233- 1527,msulin-Uke _firowth_factorjbinding j»rotein(igfbp-5)^ 
m93221iimia_4618-Sl 10,macroplM^ejnannosejrcceptOTj(ii^ 
u25801_225-675,taxlj)indingj>rotein_inma,jpartial_cds 
5 alljxl 6699_2053-2130,inma_for_cytochrome_p-450hp_. 
x72177mniaJ2964'35 10,c6jgeae,jBXon_l 

Metageiie427 

10 m60459_1277- 1745,eiytliropoietinj:eceptorjrnnia,jc 
u45880_1969-2515^-linkedjmhibitorjof_^ 
u89326_1533-1965,bone_morphogeneticjiotwnjrecq[>torjype^ 
all_x66610_l372-l697,inniaJforjBnolase 
all_x78678_1384- 1871 JdikjimiajrorJketohexokinase,_c^^^ 

15 

Metagene 230 
aU_d29675J092- 

1149,induciblejaiMc_oxidejsyttthasejgene,j?romoter^ 
20 d29675exonJl- 

136,inducible_mtricjoxidej8yntiiasejgene,jromote^ 

hg2730-ht2827j5_atjig2730-ht2827„fibrinogen,ja_alpha_^^ 

117128_1940-2480XcloneJi4/hl6)_ganima-glutamic_carboxylasc_^ 

alLm 1 0943_444- 1 929,metallothionein-if_geae_(hint-if)_ 
25 ml8731jat_ml8731jiil873l,notJai_gb_recoi^^ 

phosphatejuridyltraasfemse_(galt)_inrna,_comple 

m81933_1920-2394,cdc25a_mnia,jcomplete_cds_ 

s79862_1641- 

2226,_26_sjrotease_subumt_5b=50Jcda_subimitj;^^ 
30 u20734cdsJ709-1014:inreversesequence,J7020- 

7258,ti^scriptionJ&ctorjunb jQunb) _gene,_5'_regionjan 
u43328_l 1 58-1 698,liiikjproteinjnma,jtX)n3plete_^ 
ii52 155_1646-2168,atp- 

dependent_inwardlyj:ecdfymgjpotassium_cbaimeMdff4.1_^^ 
35 ' u77664jtl7-891,masep_j>totein_p38_(rpp38)_mma,_complete_cds. 
all_x79483_1063-1556,erk6_mma_for_extracellular_signal^^^ 
y07829exon#2_13- 

364,_exon_fix)mgene_encoding_ring_finger_protein/gb==^ 
all_y08765_1854-2207Anrna_for_splicing^factor,_sfl-MlJsofor^^ 
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Metagene 201 

reverse_ac000063_31010-31140,cosmid_cloneJucal9_from_3p2L3_ 
5 hgl761-htl778_s_^atJigl761-htl778_tyrosmeJdiiaseJf^^ 
hg2149-ht2219_at_hg2149-ht2219_mucin_ 

1 1 033 8_953- 1 3 60,sodium_chamiel_beta- l_subimit_(scnlbXjiirna,_complete_cds_ 

120860J2219-2684,glycopn}teinJbJbetajDM:aa,_co^^^ 

ml 1 186exon#3_20-134:notjn_gb_record,prepixj-oxytocm- 
10 neuropbysm_i_(oxt)_gene,_complete_cds_ 

m29273_1749-2307,myelin-assodated_glycoprotein_{iriag)j^ 

m5504Qnima_ 1 689-2 1 87,acetylcholinesterase_(ache)_imiia,_complete_cds 

m64082_l 605-20553avin-containingjtnonooxygenasej(ftno 1 )_mma,jcompletejDds_ 

m7348 1 nima_1227~ 1 64 1 ,gastrm_releasmgjpeptidejreceptor_(gipr)_mnia,_com 
15 m76446_1521-1977,alpha-al-adrenergic_receptor_innia,_complete_cds_ 

m86546_l 284- 1 7 1 6,pbx 1 a_and_pbx 1 b_mma,_complete_cds 

m88282mfiia_4784-5 1 80,tactile jrotein_nmia,_complete_cds 

s75578J755-1286,_4- 

aminobutyrate^aminotransferase^ 
20 U18991J21 13-2638^etinaljigmeiit_epitheKum- 

specific_61Jcdajpix>teiaj(ipe65)_inma,_com 

u3725 l_1908-2328,la:ab_zmc_£mgerjproteinj(znfl 77)_iiirim,_spHcmg_vaiiattt_completejcds 

u38268cds_61-379,cytochrome_bjseudogene,jartial_cds/gb==u38268_/ntype^ 

u40990_2251-2797,voltage^ated_j>otassium_chaimel_(kvlqtl)_mnia,_^^ 

25 u70663_l 532- 1 928,zmc_fingerjh:anscription_factor_hezf (ezf)_mm 
u78190mma_159-687,gtp_cyclohydrolase_i_feedbackjregulatory_j3r^^ 
aU_x00237_613-824,f_variable_segment_5*_to_antithrombin^ 
x07495cds_389-764:inj:eversesequence,_1383-1449,ninia_for_cpl9Jiom 
all_x5 1408_1626-2017,mmajfor_n-chimaerin 

30 aU_x75308j2091-2608,inma_for_coIlageiiaseJ3 

x80062cds_1187-1268:m_reversesequence,_1430-1463,sa_iiinia_ 

Metagene 190 

35 126584_3368-3933,(cdc25)_mma,_,complete__cds 
s75 1 68xnnia_l 5 15-2079,_mat]^megakatyocyte- 
assoGiated_tyrosine_kinaseJturaan,_genomic,J2617jatsegm 
u02609_1934-2450,transducm-likejprotein nima,_complete__cds 
u07882_1382-17304elta_opioid_receptorjtnma,_coinplete_cds 
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ul6307_996-1458,gUomajathogemesis-reIatedjproteinj(gUpr)j^ 
u5983 1 mina^l 876-2385,transcription_fector,_forkheadjrelatedjactivator^ 
4)^ene,_complete_cds 

y 1 03 13_1 352- 1 730:not_in_gbjrecord,mma_for_iierve _^owfli_factor-induciblejpc4_homologue 
5 alLz83741_654.1183,hh2a/m ^ene 

Metagene 69 

d85759_2398-2701,fetuses,_20-26_weeks_biain_mma_for_mnb 
10 hg2479-ht2575„s_atJig2479-ht2575_helix-loop-helixjprote^ 

176528exon_146-615,presenilm(psl;_sl82)_gOTe 

xd2955 l_2520-3054,cdcmeurin_a2jmma,_complet^^ 

m83941_2764-3 124,rec^torjtyrasmeJdnasejOhiek)jn^ 

s77154_1862-2362,_tmi»^jagfi-b/nuj77jDeta- 
1 5 type_ti^scription_factor_homolog_Piuman,_t_Iym 

iil7989_3352-3796^uclear autoantigen_gs2na_mma5_complete cds 

u56244_at_u56244356244,not_in_gb_recordJiig-l_mma^complete_cds_ 

u5809 1 j427-883,hs-cul-4b_mma,_partial__cds_ 

u6961 l_2905-2985,tnf-alphajconvertmg_enzyme_iiima,_complete^^ 
20 u72648cMJs_1037-1354:in_reversesequence,_4177-4210,alpha2-c4- 

adrenergicjreceptor_gene,_complete_cds 

u8(M56_3416-3788,timscription_factorjsim2_l(mgjfonnjt^ 

u86755_2390-2735,tiif-alphaj3onvertmgjBn2yme_im 

alljx792(M_10002-105855Scal_mnm_for_ataxm 
25 x83573_1377-1803,arse_mnia_ 

x84 1 94cds_6 1 -27 1 : in_reversesequence,_50 1 - 

555,mnia_for_acylphospha1ase,_erytlirocyte_(ct)isoenzyme_ 

x91 196mma#2_3588-4161,mma_for_el4_and_a"tj)rotems/gb===x91 196_^^ 

30 Metagene 178. 

ab000895J25-385,innia_for_cadherin_jSbl,jpartid^ 
all_d00408_1838-1946,fetal_liver_cytochromejp-450_ft)- 
450_hfla),_compIetejcds,fetaLUver_c)rtochijonie_ 
35 d26018J2865-3381,mniaJbrJdaa0039_gene,_j)artiaLcds_ 

d83646_1984-2452,mma_for_metalloprotemase,_complete_cds 
d83767_917-1319,clone_n9_rep-8_mnia,_complete_cds 

d84307_l 32 1 - 1 8 1 3,cdna_for_phosphoetfaanolamme_cytidylyltransfei:ase,_complete_c^^ 
hg2714-ht28 10_at_hg27 14-ht28 10_1yrosine_kinase_ 
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hg3893-ht4163_atJbg3893-ht4163jphosphoglucomutese_l,_alts^^^ 

112701cds_103-283:in_revei:sesequence,_325-463,engrailed^ 

137882_1340-1814,Mz2led__genejpioductjQima,_complete_cds 

141919mraa_1877--2450^c-ljeiie_fragmeiit_ 
5 176937mma_4642- 

5098,_umamed_protem_j>roduct_gene extracted^jfromwemer^^ 

aU_m32053_2900-34894xl9_ma_gene,_complete_cds_(spliced_m_s 

aU_m58569_4044^260,fibrmogen_alpha- 

subiiiiit_bipartite_transcript,_complete_cds_of_exte^ 
10 m64710cds_64-353:in_reversesequence,_1226-1353,c-1ype_^ 

m77829_737- 1 269,chaimel-likeJmtegraljnniembrane_pK)te 

m81830cds_716-1040:injneversesequeiice,_1170- 

1326,somatostatbi_i:eceptor_isoform(ss1r2)_^ene,jcom 

u03399_1649-2147,t-complex_j)rotem_10a_(tcplOa)_nmia,_complete_cds^ 
15 ul 1287_5386-5932jn-methyl-d-aspaitate_receptor_subunit_^ 

ul2622_4- 

358,beaded_mtermediate_filament_j>rotem_cpll5jniraa,_j>a^ 
u223 14_2753-33 1 1 ^stj)rotem_mnia,jcomplete_cds_ 
u48436_5739-6290,fi:agne_x_mental_retardationjprotem_fi^ 
20 u50315_2179-2551,enhancerjof_zestejiomolog(e2di^ 
aUj[i58658_522-1093,imknownj[iroteinjDra 
U62431J2093- 

2633^cotmic_ace1ylcholme_receptor_alpha2_subuiiitj 

u87460_3537-4 1 1 35putative_endotheIin_receptor_typeJb-likejprotei^^ 
25 U8933 5exon#30_375- 

909,_notch4_gene_(notch4)_extracted_froniMa_iii_region_containing_^ 

x62429cds_438-784:injreversesequence,_877-994,nuna_forJranscripti^ 

alljjc75315_849-1348,seb4bjaima_ 

x83703nmm_1284-1854,nuna_for_cytokine_induciblej^ 
30 all_z35 102_2543-3018:»nima_for_ndrjproteinjdn^ 

z485 12exon#4_87-303,xgLjmxia_(clone__pep6)/gb==z485 12_/n^e=ma 

aU_283742_507-757,hh2a/c_gene. 

Metagene 162 

35 

Iig3242-ht423 1_s_at_hg3242-ht423 l_calcium_channel,_voltage- 
gated>_alpha_l e_subiinit,__altsplice_3_ 

hg4258-ht4528_atJig4258-ht4528_kmaseJnhibitor_p27kipl,_^^ 
hg441 l-ht4681_atjig441 l-ht4681_mucin,__gastric 
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hg4677'ht5102„s_atjig4677-ht5102_oncogenejret/ptc2,^^ 
k0190()inma_655-1213,lymphocyte_mtei^^ 
132961_1584-1679,4-ammobutymte_aminotransfeme_(g 
I78267mma_2573-31 13,par-5_iiinia,jprobable_5*_end 
5 m 1 06 1 2cds_l 7-275 :inj:eversesequence,_2926-3 822:not_in_gb jrecord,apolipopiotem_c- 
ii_gene,_complete_c 

ml3686_388-897,pulmonary_siuiactant-associatedjproteinjtn^ 
ml6591mnia_1446-1933,hemopoietic_ceU_protein- 
tyrosine_kinase_(hck)_gene,_compIete_cds,_cloneJm 
10 m81829cds_915-l 137:injreversesequeiice,_1260- 

1476,SQinatostatmjrecqptor_isofonngene,_complete_^ 
s38953cds_61 l-820:in_iWOTesequence,_4446-4527,jxaJ>iim 
S79281J25- 

463 ,_j)ancreatic_ribonuclease_[human,_mmajrecombmant jartial^^ ljat]/gb=57928 Wnfype=m 
15 u25826cdsj795-1017:in_reversesequence,_4190- ' 

4436,transcription_factor_(scl)_gene,_complete__cds_ 

u29725_25 17-2937,bmkl_alpha_kinasejtimia,_complete_cds 

u31986_877-1381,cartilage-specific_homeodomamjprotem^ 

u36798j4071-455 l,platelet_cgi-pde_iimia,__complete_cds 
20 u48936J5-139,amaoride- 

seiisitivB_epilheHal_sodium_chaimel_^gamma_subum^ 

u49248j4807- 

525 1 ,canalicular_multispecific_organic_anion_tiOTsporter_(cmoat),_gen 

u49837_684- 121 8,limjprotein_mlp_nmia,_complete_cds_ 
25 u53 174_1 639-2059,ceU_cycIe_checkpomt_control_protein_mma,_compl^^ 

u56814_495-957,duase_i_homologousjrotem_(dhp2)_mma,_complete_cds 

u60062_l 060- 1 550,fez 1 -t_inma,_altematively_spliced_fomi, jc6mplete_cds_ 

u63090_1303- 1 8 13,gal_beta-1 ,3_galnac_alpha-2,3_sialylti:ansfeiase_(st3galji)_ 

u79295_817-1345,clone_23961„imiia_sequettce ' 
30 all_x65857_l 542-2053,hgmp07e^ene_for_olfactoryjreceptor_ 

x70070cds_954-l 194:in_revei:sesequeiice,_l 608-1800,iiuTia_for_neurotensmjreceptor_ 

x77307cds_1244-1382:m_reversesequence,_1491"1701,mnia_for_5-^ 

all_x87160_2768-33395tamajforjrainjna_subumt_^^ 

sensitive_sodium_chaiinel_ 
35 all_x95095jJ87-1058,iiuTia_forjdgfralphajrotein/gb==^ 

226653cds_8896-9286;in_reversesequence,_9383-9509,mma_forjamini^^ 

all_z37976_64 U-691 6,mmajror Jatent_transfornwng_^ 

all_z38 133_5578-5993,nima_forjniyosin_ 

aU_z49825_1747-2253,inmaJfor_hepatocytejauclear_f^^^ 
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z70276cdsJ2-294,mnmJForjBbroblast_gn>\^^ 
z83805_199-463,inim_forjaxonemaLdynemJhe^^ 

Mel^geae 148 

5 

dl 3644 jtO 13-4523 ,innia_forjdaa00 1 9_jgene,_complete jcds 
135545imiia_689-1223,endotheUaI_celljprotem_c/apc_receptor_(epcr)^^ 
m33882J2348-2762,p78jprotein_mrna,_complete_cds 
m60750cds_3-348,histone_li2b.l_(h2b)_gene,_complete_cds/gb==m607 
10 u78798_1699-2203,tnf,receptor_associated_factor(tmf6)_nm 
aHjy08319_1743-2272,imTm„forJdnesm-2 

yl2556j*27-877,mma„for_amp-activatedjprotem_kinaseJbeta-l/gb^ 
Metageae 165 

15 

afD00959_759-1269,tmnsmembranejrotein_mnia,_comp 
d28364_4- 

1 1 8,iiMiia_for_aimexin_u,_5*jutr_(sequence_fromjthe5'_cap_^^ 
hg2239-ht2324_atJig2239-ht2324_j)otassium_chaimel_j)rotein^ 

20 hg3075-ht3236_s_atJig3(y75-ht3236_focaLadhesionJdnase_ 
m28214_255-723,gtp-bmdmgjprotein_(rab3b)_mma,_co 
m9 1 368_2656-3 1 89^a+/ca+_exchanger_(cnc)_imBa,_completejcds 
u79734_41 19'4683,biintingtinjnteractmgjprotem_0u 
x7 1 345nima_222«798,iiuiia_for_tiypsmogen_ivJb-forin 

25 aIljiiL83535__179 l-2208,imna_for_membraiie-typejmatrix^^ 

Metagene 120 

121998_15275-15677,mtestmal_mucinjmuc2)_ii^ 
30 126234mma_298- 

796,apoKpoproteinJbjcnnm_editing_enz^ 

m55905_134O- 1 820,mitochondrial_nad(p)+_dependent_maUc_en2ymejn^ 
m96956_2590-2639,(clone_ci^3)_teratocarcinoma- 
derived ^rowth_factor(tdgG)_mma,_coinplete_cds_ 
35 u00952j^88-998,clone_a9a2brb7_(cac)n/(gtg)n_repeat-containmgj^ 
u01062imna_8334-8778,typeinositol_l,4,5-trisphosphate_receptor_^^ 
til7418_1591-2071,parathyroid_homione/parathyroidjionnone- 
related_j)eptide_receptor_inma,jcomplete_cds 
u31099_13-469,dpjrostanoid_receptor_(ptgdr)_mma,_partiaLcds. 
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u33838_2-188,iif-kappa- 

bjp65delta3_innia,_spKced_iranscript_lack^ 

u40622_999-1449,xrcc4jtnma,_complete_cds_ 

u40705_2 1 27-2625,telomeric_repeat_bindmgL_factor_(trfl )_mina,_complete_cds 
5 u6656 1_2 1 58-26 1 4,krappel-related_zinc_finger_protem_(zQfl 84)_jimia,_partial_cds 
u903 13_2 1 2-758,glutathione-s-tramferaseJiomolog_imna,_complet^^ 
u94333_2877-3429,clq/mbl/spa_receptor_clqr(p)_iOTnia,_com 
x89576_l 772-2255,mma_for_putadve_mt4-inmpjprotein_ 
2l9002cds_1508-1994:mjtevei^seqttence,_2075-2081,ofjplzf^ 
10 like_2inc_finger_pio 

Metagene 32 

d85376exon_2003-2453,dna_for_thyrotropm-releasmgjiomon_receptor_ 

15 hgl 034-ht 1 034_f_at_hgl 034-ht 1 034_atpase,_naH-/k+ Jrarispojtmg,_alphapol^ 

hg 1 47 1 -ht3923_s_at_hgl47 1 "ht3923_transcription_factor_oct-l a/lb,_altsplice_2,_oc^^ 
hg2147-ht2217_r_at_hg2147-ht2217_mucin_3,_mtestmal_ 
hg3565-ht3768jatJig3565-ht3768_zinc_fmgerjprotein_ 
all_k03431_5910-6163:notjn _gb_record,Jipr_gene_(haptoglobin- 

20 relatedjpn>tem)jBxtracted_froiiihaptoglo 

103840_2419-2970,fibroblast jgrowth_fector_receploi<fgfi4)_nmia3_con^ 
107590_4754-5 1 38,piDtein_phosphatase_2a_130_kdajreguktoiy_subumt_^^ 
111708J761-1205,_hijmanbeta_hydroxysteroid_dehydrogenase_1^ 
113197_1853-2099,(clone_d21s418e)jpregnancy-associatedjlasmajrotein^^^ 

25 a)_gesne,_5'_utr 

127943inma_291-867,cytidine_deaminase_(cda)_mma,_complete_cds 
12882 133^4-4838,alpha_maimosidase_ii_iso2yme_mma,_complete_c^ 
140992mrna_,906-1368,{clone_pebp2aal)_core- 
bmding^factor,_nmt_domain,3lpha_subimit(cbfal^ 

30 149169mnm_3270-3612,g0s3jaQma,jcomplete_cds_ 

m 140 1 6nima_644-947,wopoiphyrinogen_decarboxylase_iiin^ 

ml4660exon_1123-1363:mjceversesequeace,_1460-1646,isg- 

54k_gene_(mteiferon_stimulatedjgeae)_encodm 

in23 8 92mma_2 10 1 -2549, 1 5-lipoxygenase__mma, complete_cds 

35 m27288exon_225-555:mjreversesequence,_567-768,oncostatin_m_gene 
m27783j2-433,neutroplul_elastase_mma,_3'_end 
m28213_94-627,gtp-bmdmg_protem_(rab2)_mma,_complete_cds_ 
m3 1525mrna_5 17-108 l,iahcJi_lymphocyte_antigen_(hla'-dna) ^ene,jDomplete_cds_ 
in55 1 3 lmnia_563 6-61 34,cystic_fibrosis jtrammembiane_conductance_regufa^ 
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m55172j6712-7102,large_aggrBgatmg_cartiJagejpix>teoglycanjDoi«^ 

m63896cds„927-1197:injreversesequence,_1866- 

2022,transcriptional_enhancer_factorj(tefl)^ 

m63967exon#2_l 3 1 9- 1 6255niitochondrial_aldehyde_dehydrogenase_x_gene,_^ 
5 m80478exon#3_119-635,platelet_glycoprotein_ixjrecijxsor_(gpi^^ 

m96995_497-1025,epidennal ^growthJTactorjreceptor-bindingjprotein^g^^ 
grb2)_nima__sequence_ 

s50017cds_904-1241:injreversesequence,_444-505,_2*_3*_-cyclic_^ 
phosphodiesterase_[faum 
10 u07563_cdsl_atja07563ja07563,not_m_jgbjrecord,abljgene,_exon^ 
ejm8604_me 

ttl 1861_5 1 l-949,giojiomologj(edg-2)jiiriMi,jcompletejcds 

ii33841_8844-9294,ataxiajtelangiec1asia_(atm)_mma,_com 

u34605_3365-3851^etmoic_acid-_and_mterferon-inducible_58k_^ 

IS u35246_l 518-1 962,vacuolar jrotein^sorting Jiomolog Ji-vps45 jOMiia, jcom 
u38980_841-972,pms2_related_(hpinsr6)_ninia,_complete_cds 
u435S6_l 531-2101 ,kinase_suppressor_of_ras- l_(ksrl )_jnnia,_paJtial_cds_ 
u43747_993-1425,fetaxm_(£rda)_mrna,jcomplete_cds_ 
u50839_1969-2413:not_in_gbjrecord,gl6jrotem(gl6)jtnma,_^ 

20 ii52513_1318-1642,rig-gjmiiia,_complete_cds 

u65533_3076-3620^gulatorjoOioJ^ense_traiiscript_stabilif^^ 
u66828_2341-2500,canutmejaliiutoyltimsferase_i_(c3pti)^ 
u70867_3444-3936,prosteglandin_transporterjhpgt_m 
u75362_2 1 55-2557,isopeptidase J:-3_(isot-3)_nima,_complete_cds 

25 u9297 1_1 235- 1 805,protease-activated_receptor(par3)_nmia,_complete_cds. 
u93049_1841-2375,slp-76_associated_j)rotein_mnia,_complete_cds 
x01038mma_285-824,fetal_gene_for_apolipoprotem_aijrecursor_, 
xl4445exon#3_240-702,int-2__proto-oncogeiie 
alljxl4789_1204-1793,alpha-a_crystallin_genejexon_l,2_^ 

30 xl5357cds_2853-3135:m_revei:sesequence,_3262-3454,innia_for„^^ 
ajrecep 

x71874cds#l_268-739:mj:evei:sesequettce,jl531-4534,jproteasome-l& 
l ^ ene extracted &o 

x84746cds_544-1012,histo-blood_group_ab0__gene,_exon_l 
35 all_x85l37_3 131-3726,tnma_forjdiiesm-related_j)rotem 

x98833mma_3475-3937,mma_for_zmc_fmgerjprotem,Jisall 
all_jrl0260__1483-2048,eyal _gene_ 

230643cds_1860-1921,imnajfor_chloride_chaimel_(putative)_21^ 
z46967cds_1215-1714,inma_for_calicin_(partial)_ 
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Metagene 384 

x92689cds_1457~1853,mma_forudp-gaInac:polypeptide_ii- 
5 aceQ^lgdactosaminyljba3isfeKise/gb==x9^ 

Metagene 392 

d49728J2062-2330,iiakl_inma_for_dnaJbinding_j>ro 

10 110717_6303-6332,t_ceU-specificjtyrosineJdm^ 

125 1 19_1561-21 19,mu_opiate_receptorj(morl)_nima,_complete_cds 
ni323(Wjl23-983^etaUopix>teinaseJaiWbito^^^ 
m84526_470-890,adipsm/complemaitj&ctor_d_nmia,_coi^ 
u44103_339-559,smaU_^tpj5indingjrotein_rab9_inma,_complet^^ 

15 u60319J2133-2643,hereditaryJiaemoclu'omatosisjproteinJila-hjnOT 

u63825_269-737,hepatitis_delta_antigen_intemc1ingjprotein_a_(dipa)_^^ 
u77735_l 5 1 6-2026,pim-2_j>rotooncogene_homolog_pim-2h_inma,_com^ 
u90544_1665-2145,sodiim^hospliate_transporter_(npt3)jrnma,^^^ 
alLx76092_1925-2460,hrfiGjnciraa 

20 z22780cds_1528-1774:m_reversesequence,_1780-l 870,cylicinjiinia_ 

Metagene 73 

ab000466_2465-2963,_clonejres4-'24c,_exon_l,_2,_3 
25 aj001487_25-265,mma_for_transfonnation-semitivejprotein,_3'_utr^^ 

hg4755-ht5203_s_atjig4755~ht5203_spinal_muscular_atrophy 

j03260mmaJ2076-2576,traiisducin_alpha-subunit_(gnaz)_mma,_^^ 

all_m20530_85-212,panareatic_secretory_trypsm_i^ 

n\599 11 j4(H8-4612,integnn_alpha-3_chain_in^ 
30 m62400_1400-1928,ganuna-animobulyric_acidjreceptor_type_ajrh^ 

l)_nmia,_compIete 

m74826_1928-2396,glutanaatejdecaiboxylase_(gad-2)_nMm,jcompletejcds 
aUu01317„19502-63478,__epsilon- 

globin_gene_extracted_frombeta_globin_region__on_chromosoine_l 1 ,_epsil 
35 ul3220_1586-2066,forkheadjrotein_fi^ac-2_imna,jpartial_cds 
u54999_l 795-2287,lgn_protem_mma,_complete_cds 

all__x00734_80 1 6-8239,beta-tubulm__gene_(5-beta)_with_ten__alu_faniily_nienxbers 
x65293cds__l 670-2 1 80,namajfor jroteinJdnase_c-epsilon 
aUx71348_2835-3436,vhnfl-c_mnia 
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aUjx76057_1206-1765,pimljmnia_fbrjphosphomaimose_isOT 
allj?t983 1 l_1901-2274,iium„forjcaroinoembryomc_antige^^ 
z49205inma_2454-2976,iiima_forjpuxiner^^ 

5 Metagen6 428 

hg3344-ht3521_atJig3344~ht3521_ubiquitm-conjugating_eii25m^ 
all_m35999_39(H'4463,platelet__glycoprotein_iiia_(gpiiia^^ 
all_ul9906j5284-5711,argmme_vasopressm_receptoi<avprl)_^ 
10 u54617_1233-1737,pyravate_dehydrogenaseJciiiase_isofoni^ 
x94703cds_244-628:in_reveraeseqiience,_640-748,rab28^^ 

Metagene 224 

15 Iig3859-ht4129_atjig3859--ht4129_mage-4ajantigen„ 
u61741_25-137,clone(lil- . 

18),_d3aiem_heavy_cham_(dnahcl4)_mma,_j)artial_cds/^ 
u67784_1106-1640»oiphanjg_j)rotein-coupledj:ecqptor_(rdcl)_xii^ 

20 Metagene437 

all_m73548_9853-10274,polyposisjocm_(dp2.5_gene)_mma,jcon^^^ 
ii30245exonJ3- 

56,myelomonocytic_specificjprotein_{nmda)_gene,_5*_flankm 
25 u36448_1252-1792,ca2+-dq)endent_activatorjprotem_for^^ 
u41737_103- 

523,pancreatic_beta_celI_growth_£actor_(ingap)_mma,_complet^^ 

u48697_1787-2276,mariner4ike_element-K;ontainmgjn[^ 

x89986cds_271-387:injreversesequence,_794-1043,tnniajbr^^ 

30 

Metageae 216 

101087_2 189-2693,protem_kinase_c-fheta_(prkct) jiM^ 
ml6652inma_324- 
35 858,pancreatic_elastase_iia_mraa,jDomplete_cds,pancreaticjBlastase 

m2769 1 _1 90 1-24 1 7,traiisactivatorjprotem_(creb)_inraa,_complete_cds 
m94893_989-1499,testis-specificjrotem_(tspy)_inma,_3*jBnd,_clon^ 
u30610J239-749,cd94jprotein__mma,_coinpletejDds_ 
aUjxl7094j3675-41 80,fur_inma_for_f^ 
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x55019cds_1128-1521:in_reversesequence,_1538- 
1701,innmjfor_acelylcholmej»ceptor_delta_^^^ 

Metagene 449 

5 

d79988_6383-6S99,nmiaJforJdaa0166jgene,_coinplete_cds 
dSOOO 14465-4939,mma_for_kiaa0 179_gene,_j)artiaLcds_ 
d87450_5572-6034,mma_for_kiaa026 1 _gene, j>artial_cds_ 
hg2573-ht2669_atjig25734i12669_zmc_fmgerj?ix>tein_^ 

10 m22638exoi«^„154-6824yl-ljn>tein^ene,_complete_cds 
m62402jl53-927,msulin-like_jTOwth_factorJbmdm 
m85 164_1354- 1 852,sr0^ccessoryjpn)tem_lb j(sap-l) jnm^ 
s79873_3394-3969,Ji-lamp-2==lysosome-associated_membrane_pro^ 
2_{altematively_spliced}_[humaii»_li 

15 ul5 174_224-746,nip3_(nip3)_nima,jcompletejcds 
u24 1 86cds_465-747:injreversesequence,_1223- 
139 1 ,replication_protem_a_complex_subuiiitJiomolog_rpa4_g 
u34976__l 059- 1575,gamma-sarcoglycan_nima,_complete_cds 
u47677mnmJ2495-2636,transcription_fector_e2fl_(e2n)_jene,j^ 

20 u59914_802-1240,c1iromosomemadjtomolo^smad6_mnia,_com 
u80628_2216-2588,thymidinejdnaseisoformj>_{tk2)_^^ 
alljxl 6323_5339-58 14,mma_forJhiqpatocyte_growth_fecfe^^ 
x52009cds„813-1315:mjreveraesequence,__1629,alpha- 
l^stiychninejbindingjsubimitjoflinhibitoi^^ 

25 

Metagene 491 

hg35 10-ht37(M_atJig35 10-ht37(H_v-^rba_related_ear-3_j>iote^ 
hg880-ht880_s_atj\g880-ht880_xnucin__6,jgastric 
30 u375 1 9_2304-2784,aldehyde_dehydrogenase_(aldh8)jmma,_complete_^ 
alljft98263_520-1019,iiima_fbr_m-phasejphosphopn)tein^ 

Metagene 429 

35 dl3628_2506-2998»mma_forjdaa0003_gene,_complete_cds 
hg2171-ht2241_r_at_hg2171-ht2241_12-lipoxygenase_ 
147726_2090-2552,phenylalamne_hydroxylase_(pah)_mutant_q20sto^ 
all_jnl 1591_5495-6174:in_ml 1591cds_567-598,inhcJiJKla-sx~alpha_gen^ 
u55764J784-1072,estrogen_sulfotraiisferase_mraa,jpart^ 
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all_x5 1362JZ101-2583,iiinmJEbr_dopamme_d2jrec^tor_ 
x60708xnma_2812-3364,pchdp7_mnia_forjiverjdipq)tidylj 

Metage!ie210 

5 

j04 1 1 1 exon#l J2735~325 1 ,c-jun_proto_oncogene_Qim),_complete_cds,_cl^ 
ral9154inma_2143-2503,transfonning_^owth_factor-bet^^ 
ni55210mma#l_7322-7844,laminin_b2_chain_(lamb2 
m93426J7455-7845,protemJyrosine_j)hosphatase_zeta-polyp^^ 
10 u(M636mma_3882-4386,cyclooxygenase-2_(hcox-2)_^ene,„compl^ 
u32U4_756-1278,caveolin-2_nmia,joomplete_cds 
u60805_3576-4146,onc»statm-m_specijBlc_rec^torJbe^^ 

Metagene 208 

15 

dl4686iiiraa_1554-2046,gene_for_^lycine_cleavage_system_t-pi>o^ 
dl4695_1259-1817,inimjbr_kiaa0025 ^eiie,_completejcds 
d23673_1204- 

1 666^clone_lihl09_(screenedjby_the_monocloiial^ 

20 d86965_6166-6490,innia_for_kiaa0210 jgene,_complete_cds 
d89667jM0-10(M,imna_forjt>-mycj5indingjpix)tem^ 
hg2379-ht3996_s_atJig2379-ht3996_serineJiydroxymethylt^^ 
Iig270-ht270_atjig270-ht270jlymphocyte_chemoattiactan 
hg2868-Iit3012_s_at_hg2868-ht3012_xe7,_pseudoautosoinal_gene,__altsplice_2 

25 hg37 l-htl063_s_at_hg37 1 -htl 063_mucin_l,_epithelial,_altsplice_6 
hg3936-ht4206_atjig3936-ht4206_mterlevikmrecepto 
j00287exon#l_8-248:not_injgb_record,pepsinogen_gene_ 
102867_2179-2689,62 kda_j)araneoplastic_antigen_mma,_3*_end 
113744_2775-3345,af-9_tama,_complete_cds_ 

30 114927exon#7_l-159:mjreversesequence,_5382- 

5676,tear_j)realbuiiim_(tp)_^ene,_completejcds_^^ 
138935mnia_564-1026,gt2 12__mma 
ml4218xnma_1044-1440,aigininosuccmate_lyase_n^ 
m38449_40-599,transfonning_growth_factor-beta_mma,_com 

35 m57763_73 1- 1 151 ,adp-ribosylation_factor_(harf6)„mma,_complete_cds_ 
m60278_1771-2221,heparin-bindmg_egf4ike_gro>v1b_facto^^^ 
in79462_3853-4333,pml-l_mma,_complete_cds 
m91196_938-1513,dna-bradmg_j)rotein_mma,_complete_cds_ 
m96326mnia_37()-886,azm'ocidin gene, completejcds 

706 



wo 2004/038376 



PCT/US2003/033946 



m96739_1964-2510^cl-l_iimia_sequeiice 
s72(M3imna_5-68,_gif=gn>wtii_iiibibitoi^^^ 
s82362_l 1 19-1690, JiiOT-j5eta„2==retmoic-^^^^ 
receptorj5eta/suspectedJimior_suppressor_{5*_region,_tr 
5 u03494_2213-2393,transcription_factorjsf_mma,_complete_c^^ 

u05875_1655-2105,clonejpskljnterferon_ganmiajreceptor_accessoty^ 
l)jtnraa,_complete_cds_ 

u407 14_692- 1 142,t5a^osyl-traa_syn1hetasejDDuiia,_complete_cds/gb=^ 14_/ntypeF=ma 
tt41068cds_2'-268:injreversesequeiice,_944- 
10 1 155^tinoid_xjreceptorJ>eta_(rxAeta)_gene,^ 
u47I01j428-758,mfu-likejprotem_(hiii&)j^ 
u52112inma#l_3929- 

4463ptq28jgenomic_dna_in_the_regiott_ofjhejllcam_locus_^ 

u54644_1437-1806,tub_homolog^mma,_complete__cds 
15 u58087_2096-2462,hs-cul-l_mnia,_complete_cds_ 

u62531_3465-4029,ae2_anion_exchanger_(slc4a2)_mma,_coinplete_cds_ 

u65785_4028-4442,150Jk:da_oxygen-regulated_protein_orpl50_iiinia^^ 

u725 15_1279-1 8 11 ,c3f_inma,_complete_cds 

U79255 J760-1 1 80;s:l l_j>roteinjiima,__partial_cds 
20 aUjcl345 l_84-268,mma_forJymphocyteJtoeage-restri^^ 

tenn(m-m1>- 1 Jtio 

xl3973cds_996-1356:injeversesequence,_1770- 
1 896,mma_forjibonuclease/angiogenm JxiWbitor^^ 
aU_xl6135_1552'2003,nima_forjniovelJieterogeneous_nuclear_^ 
25 ' x66362cds__743-1097:m_reversesequence,_l 121-1217,inniajpctaire- 
3_for_serine/threoninejprotein_kinase_ 

all_x808 1 8^360 1 -3860,tnma_for_metabotropic_glutamate_receptor_^ 
x85106_2196-2712,imnmjforjribosomal_s6jdnase 

30 Metagene 160 

dl481 1 J544-1 124,nmia_forjdaa01 10jgcaie,_completejDds_ 
dl4889_760-1240,mma_for_small_gtp-bindmgjix)tein,_sl0,_^^ 
d2 r878_8 1 6- 1 386,mma_for_bst- 1 ,_complete_cds_ 
35 hg3288-liG465_atJbg3288-ht3465_xanthme_dehydrogenase 

j04 1 02_1 830-2 1 84,erythroblastosis_vims_oncogene Jiomolog(ets-2)_mma,_comp 
125798_1 06 1 --i 5 89,3-hy droxy-3-methylglutaiyl_coen2yme_a_s^ 
141349mma_3238-3646,phospholipasejDjbeta(plcb4)_mma,_complete_ 
ml7219J758-1286,brain_guaninejaucleo1ide-bu^^ 
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id5054_3199-36974c-cl_cotransporter_(hkccl)„nm 
u57094_502-1018,smaU __gQ>-bmdmgjrotein_nuiia,jcomplet^^ 
u93091jW10-4806,toUjrotemJicmolog_mnia,_coinple^^ 
ljrcverae_lranscriptaseJhiCMnolog,jp 

5 

Metagene 156 

hg2887-ht303 1_r_at_hg2887-ht303 l_sry-related_hmg-boxprotein 

hg4099-ht4369_s_atjig4099-ht4369_adreaergicjrecept^^^ 
10 104947_3659- 

4199Xclones J3I3.08 1 .8,J>0. 129.5„andjbt4 J69)jrec^torJy^ 

m74088j8374-8717^c^enejrnnia^completej^ 

m96738cdsJ719-1221,somatostatm_receptor_sub1ype(sstr3)^ 

m99435_2b69-2325,tramducin4ike_eiiliancerjprotem_^^^ 
15 s72487_1134-1582,_orfl_5'_to_pd".ecgfi^tp..,orf2_5Lto_pd- 

ecgfi^lp_[human,_epidemioid_carcinoma__celMi 

u28(M3_1989-2499,plasma_membrane_^na+/h+_exchanger_isofom 

u28049_1684-222 1 ,fl)x2_(txb2)_nima,_coinplete_cds 

u51003J2591-3169,dk-2_(dbc2)jmma,„complete_cd^^ 
20 u62739_986- 1430,branched-cliain_ainino_acid_ammotni^ 

u72509mraa_2-255,altemativelyjsplicedjb8_(b7)_imna^jpa^ 

u79300_930-1404,clone_23629_mraa_sequence 

aUjK69654_4-422,iiinm_forjdbosomaljrotein_^^ 

x79439cds_16-277,notchdna_sequence/gb==x79439_/ntype=dna_/aimot=cds 
25 x82850cds_722-1090:m_reversesequence,_1108-1238,mma_for_thyroidj^ 
y00414cds_1266-1537:injreverseseqiience,_1573-1785,mma_forjyrosm^ 
alLy08265_l 306^ 1 834,mma_for_dan26_protem,_partial__ 
z49254cds_75-435:mjreversesequence,_549-651,123-ielated_^ 

30 Metagene 149 

d00097exon#2_152-710,senm_amyloidj?jcomponeatj(s 
dl4533_812-1322,inma_forjxpac_protein 
d 1 68 1 5_1 642-20864nma_for_ear- 1 r,_complete_jcds_ 
35 d87683_6419-6941,mma_forjdaa0243 jgene,jpartial_cds_ 

hg25 1 0-ht2606_at_hg25 1 0-ht2606_ras-specific _^anine_nucleotide-releasmg_factor 
j003 14mm^ l_4079-4 1 73,beta-tubulm_gene,_clone_m40 
iO5200nima_14740- 1 523 8^anodine_receptor jrnraa,jcomplete_cds 
11 1329_1 162-1630,protein_tyrosinejphosphatase_(pac-l)jtn^ 
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112760exon#9„396- 

721,pliosphoenolpymvate^caiboxyldiiase_(pckl^^^^ 
alLB5263„3222-3721,csaids>indmgLPK)temJcsbpl).^^ 
iii22976iimmJil-303:m_Teversesequence,_668.728,cytoc^^ 
5 m62397„3586-4126,colorectaLmutant_cancerjrotein_n^ 

aU_m83554_3167-3576,lympliocyte_activation_andgen_cd30ji^ 
m84424exon_1073'1217,cathepsin_ejctse)_gene_ 
aU_m93311_1950-2085^etaUothionein-iii_gene,_complete_cds 
s83549_l 9-57 1 , jna+/h+_exchanger_isofonnjihe- 
10 2_|>uman,_various_tissues,_nmia_j)ardal,_595_nt]/^ 

u02082_1643-2201,guanine_nucleotidejregulatoiy_pr^^ 
ul4528_2357.2807,SQlfeteJramporterj(dtd)„^ 
ul8009_1900-2338,chK)mosome_17q21_iiima_clone_l£113_ 
ul9517_1692-2010,(apoargc)Jongjmma,_complete_cds_ 
15 u22680„6048-6558pc2Jbox_Tepressorj]mia,_complete_cds_ 

u36601_,2620-31664iepai^_n-deacetylase/n-sulfotransferase-2_n^ 
u49436_1303-1783,translation_initiation_factor(ei£5)_mma,_comp 
u53003_1093-1609,gt335_mma,_complete_cds 
u73338_66 1 5-7 1 1 3^ethionme_synthase_mma,_coinplete_cds 
20 U73682J2255-2651 Aneiuiigioma-expressed_antlgen(meal l)_inma,_partial„cds_ 
u78876_1789-2317,mekJkiiiasemma,_complete_cds 
U8081 1 J092-1536,lysophosphatidic„acidjreceptorjiomoto^^ 
x02176cds_1397-1656:inrevei:sesequence,_1681- 
1 859,niniaJBragment_for_complementjcompone^^ 
25 x05997cds#l_726-1158:in_reversesequence,J280-1316,nmia_for^^ 

x5 1 956mnia_l 8 8 1 -2397 ,eno2_gene_for jiemonjspecific Jgaxmna)_enolase 
all_x60483_975-l 171,h4/d ^eiie_forh4Jiistone_ 
x67325cds_31-337:in_reversesequence,_.43-541,p27_mma 
x67683cds_34-319;m_revei^esequence,_13,iimiaJbrJceratiWg 
30 x68149exon#2J2249-2687,blrl _^ene_forJ>urkitCjymphoiim_receptorJ_ 
x85133mniaJ2t399-2897,rbq-l_mraa 

x85372cds_18-210:mjreversesequence,_19-115,nmia_for_smjro^^ 
all x87342_2921-3456,ninia_forgiantJarvaeJiomolog„ 
x909G8cds„ll-353,iiima_for>15pJi-babp)_protein_ 
35 alljK)0978Jl012-2535,TimiaJor_.dihydroUpoamidejacetyl^^ 
y 12393_346-8 19,inma_for„sipl-likej>rotem,jpartial_ 
z24459exon#l_13- 

199,^exon2a^frommtcpljBene,_exons„2ajo(andJoined^^ 
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Metagene 125 

dl4827_1564-1966,xiima_forjtaxJielpa:jK)te 
alLd26561_2433-. 

5 3022,_orf_for_lljpix)tem_gene_extracted_frompapiUomavi^ _genome_integrated_mto 
B4060_2124-2502,cadherin--8_mma,_complete_cds 
m94167_1894-23264ieregulin-beta2 _^ene,_complete_cds 
s83390_2318-2865,j3jreceptor-associatingjcofiu5tor-l_Piuman,_fet^^ 
u03398_1069-1576^ceptorj*-lbbJigandjDanm,jcomplete_^ 
10 u52 152_2642-3020Jmwardlyjrectifymg jotassium_chaimel^^ 

u64871cds_870-1212:mjreversesequeiice,_1665-1773,putative _g_protein- 

coupledjreceptorJgprl9) jgene,jC5 

u95626mma#2_1641- 

2133,_ccr2^ene_(ccr2a)_extmcted_jBromccr2b_(ccr2),_ccr2a_(ccr2),^^ 
15 x77094cdsj634-994:injreveraesequence,_1136-1214,inma_forj^ 

Metagene 71 

ab000220_4588-5134,inma_for„semaphoiia_e,_complete^ 
20 109749_1019-1463Xclone_f4)Jiansmembranejproteinjti^^ 
m873 13_793-1335,myotonmjn)teinJdaase_(dm)_^ 
u04520mma__622 1-664 1 ,type_iv_collageii_a5_chain_(coi4a5) ^eae_ 
all_x87904jl 1 59-4670 ,inma_for_sepj[>rotem 
z78285_3- 137,ninia_(clone_la7) 

25 

Metagene 374 

d3000896_49-391,mim_for_cadhetin_fib2,j[)ai1ial_cc^^ 
ac002115nuna#l_932- 

30 1448,_cox6b_gene_(coxg)_extracted_fronidna_firona_overlappmg_chro 1 3 

d29641_2800-3292,mmajfor_kiaa0052_gene,jartial_cds_ 

d83699_623-1001,bram_3'_utr_oOniTfia_for_neuronal_^^ 

d86960_5652-6 1 68,mma_for_kiaa0205_gene,_complete_cds 

hg2152-ht2222_at_hg2152-ht2222_zmc_fmgerjprotem_92 
35 hg3707-ht3922_f^atjig3707-ht3922_guanine_nucleotide- 

bindmg^rotem,_alpha_mhibitmg_activityjpolyp 

113994_2830-3 1 96,prec _^ene,_coinplete_cds;_orfx,_complete_cds_ 

122343_1 136-15 17,nuclearjphosphoprotein__nima,_complete__cds_ 

141607inma_1772-2330,beta-l,6--n-ace1ylglucosammyltransfe^ 
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aU_ml 1437_1562-2440:in_ml 1437cds#l_l 198- 
1226> kng gme (kininogen) extracted fipomkminogen gene, kn 
m27533_883-145 1 4gjreatrangedj37_protemjD£imajvcl-region,_c^ 
m6 1 764mma_10 1 5-1495,ganima-tubulin_inma,_complete_cds 
5 m65085_1792-2302,folUcle_stimulating_homone_receptDr_imna,_^ 
m8 1778_2 123-2689,serotonin_5-htlc_receptorja[ima,_completejcds 
s66541cds_375-687:in_reversesequence,_99-314,Jb- 
5()==aieiiral_phosphoprotem_[human,_genomic,_l 845 jatseg 
tt03911_2485-3013,mutator_jgene_(hmsh2)_mma,jcom^^^ 

1 0 u228 1 6 3784"4288,lar-mteracting pmtein lb_mi^ .complete, cds „ 
u5 1095_1230- 1 656,homeobox jrotein_cdxl_iiinia,_coinplete_cds 
u59748_28-187,desertJbiedgehogjChdhli)_innu^_^^ 
u61538_199-75 1 ,calcium-bindmg_j5rotem_chp_mma,_complete_cd8 
u74324_1797-2349,guanme_nucleotidejexchange_fector_mss4_nu^ 

15 u8 1787_1 686-2238,wntl0bjtnma,_coniplete_cds. 

u90437jJ3-259,ipl_homolog_mma,_3'_utr_region/gb=ni9(H37_M 
aU_x(K39 1_1 779-2320,nima_for Jymphocyte_glycoprotein_t 1/^^^^ 
xl5673inma_623-1121,ptr2jtnma_forjrepetitive_sequence/^ 
alljxl5949„1543-2144,innm_forJnterferon_^ 

20 x56667iiima_915-1341,nima_for_cali:etinm 

x78924cds_55-466:ittjreversesequence,_622-6314u5fijainm_^^ 
x97630JJ420-2897,iimia_for_serine/threoime jrotei^^ ' 
ailjx99657J783-1318,iiinia_forjpratem^^ 

25 Metagene 168 

d00761_252-750,mraa_for_proteasome_subunitjhic5__ 
d00762J237-777,ninm_forjroteasome_subiinit_hc8_. 
dl3435_526-832,tiirna_forjpig-fj(phosphatidyl-i^^ 

30 dl3969_1638-2148,mma_for_mel-18jioteiii,_complete_cds_ 
d29677_5709-623 1 ,mma_for_kiaa0054_^ene,_complete_cds 
d3 1762 j6385-6775,mnmjforjdaa0057_gene,jcompletejc^ 
d3 1 766_2024-2552,mma_for_kiaa0060 jene,_complete_cds 
d38449_23 1 1 -279 1 ,nmia_for g jrotein-coupledjreceptorjt^coraplete^cds^ 

35 d38535_2583-2973,mnia_for_j)k-120_ 

d43950_1355-1739,mnia_for_kiaa0098_gene,_partial_cds_ 
d50487_3756-4098,mma_for_nia_helicase_(hrhl),_complete__cds 
d50863_1908-2370,mma__forjeskl,jcomplete_cds 
d50922_l 972-2452,mnia_for_kiaa0 132_gene,_complete_cds 
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d50923_501 8-5528,mnia_forjaaa0133_^ene,_completejDds 

d78586_6497-6923,cad_mma_forjtnultifimctional_j)io^ 

d79993_2741-3 167,mma_forjdaa017 1 _gene,_completseL.cds 

d79997_1881-2415,imiia_for_kiaa0175_gene,_complete_cds 
5 d80010_4778-51984nma_forjdaa0188 jgene,_paitial_cds_ 

d83776_4596-5 1 66,mnia_for_kiaaO 19 l^ene,_partial_cds_ 

d83782_34n-3915,mma_for_kiaa0199_^ene,jpartial_cds_ 

d84557J2412-2874,mmaJforJismcm6,_compIete_cds_ 

d86968jW37-4899,nmia_forJdaa0213_geiie,_j>arti 
10 d86971jl851-5325,mma_forjdaa0217_gene,jpartial__cds_ 

d86976_3592-4060,mnm_forjdaa0223_^ene,jpartial_cds_ 

hgl0194itl019_atjigl019-htl019_seriiiejdxiasej^^ 

hgl879-htl919_atJigl879-htl919jras-likejrotemjto 

hg2190-ht2260_at_hg2190-ht2260_ciystallm,Jbeta_b3_ 
15 hg2379-h0997js_atJhig2379-ht3997jserineJbLydroxymethyltr^ 

hg2649-ht2745_s_atJig2649-ht2745 serine/thi:eoninejrotei^^ 

hg3033-ht3 194_r_atjig3033-ht3 1 94_spliceosomal_protein_sap_62_ 

hg3327-ht3504_sjatjig3327-ht3504_dna-bmdmgjproteinjir&2_ 

hg3945-ht42 15_at„hg3945-ht42 1 5 jphospholipid_tiamfer_protein„ 
20 hg4094-ht4364_s_at_hg4094-ht4364jianscrip1icm_fecU^^ 

hg4433-ht4703_atjhg4433-ht4703_cyclm_dljromote 

hg5 1 l-ht5 1 l_at_hg5 1 l-ht5 1 l_ras Jnliibitorjnf. 

allj03764_14604-15049,_human,jplasminogen_activator_mhibit^^^ 

104953_2585-3065,xl 1 jprotein_(xl l)_mraa,_3'_end 
25 109260 78 1-1171 ,(chromosome_3p25)_membranejprotem mraa 

11 1 284_1 672-2 1 22, homosapiens erk_activator kmase_(mekl)_nOTia 

11271 l_1468-2000,transketolase_(tk)_mraa,__complete_cds 

1 1 699 1_679- 1 13 2,thymidylate_kinase_(cdc8)_jnnia,_complete_cds_ 

125286j4549-5081,alpha-ljtype_xv_collagenjnftma,jcompletejc^ 
30 B2976JX969-3533,proteiQjdnase_(mlk-3)_iiima,^^ 

136529mma_1491-2043,(clone_n5-4)_protemjp84jnriia,_com 

I36983nima_3012-3546,dyiiamin_(dimi)joari^ 

I37347_l 30 1 - 1 835,mtegrd jnembrane jrotein_(immp2)_i^ 

alIjtnl3241_5990-6537^-myc_gene,_exonsand_3_ 
35 alljiil5205_12942- 

134 11 ,thymidineJkinase_jgene,_complete_cds,_wi11i_clus^^ 

ml6707inma_6- 

357,histone_h4_gene,_complete_cds»_cIoneJb 1 08^istonejb4_gene,_complete_cds,_clone_fo 1 
m20747_15 19--2034,insulm-responsive __glucose_traiisporter_(glut4)_mma,_complete_cds_ 
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m21 121_958-1 129,tjDen-specificjprotein_(rantes)_iiima^compl^^^ 
mill 54mma_1234-1756,s-adenosylmethioiime_decaiboxylasejnE^^ 
xn23668exonJ743-1271,adrenodoxin_gene 
xn24470inma_911-1355,glucose-6-phosphate_dehydn)genase,_^ 
5 m25280_1753-2299jymph_nodejiommgjreceptor_mma,_complete_cds^ 
m28249ji850-5306,veryJate_antigen-2jyia-2)/coUagenjreceptor^^ 
2_subiiiut_mraa,_complete_cds 

m29536_1025-1361,transktional_mi1iation_factorbeta_subuni^^^ 

m34539_1051-1477,fk5b6-bindingj^rotemj(£kbp)ja^ 
10 m38591_120-600,ceUularJigand_of_aimexm_u_(pl l)_inrna,_complete_cds_ 

m54915_2208-22364i-piin-ljrotein_(h-pim-l)_mnia,jco 

m60091_l 1 18-1248,galactose-l-phosphai3ejimdyljh»nsfenBe_^ 

m6(H50_1932-2404,voltage-gatedjpotassium_channelj(l^ 

m60527mnia_1877-23694eoxycytidmeJdnasejaMiia,_compl^^^ 
15 m63 180_2055-2505,threonyl-tma_synthetase_mrna,_complete_cds_ 

m69013_1053-1515,guaninejnucleotide-bindmg_regulatoryjrotem^^ 

alpha)_mma,__coinplete_cds 

m69039_625-l 171 ,pre-mma_splicing_factorjsf2p32,__complete_sequence_ 
m86852_l()41-1557,peroxisome_assembly_fector-l_mma^ccimplet^^ 
20 m87339_875-1361,wpHcation_fector_37-kda_subuiut_mm^^ 
m87434_2316-2862Jlj£daJ2'_5'„oUgoadeaylatejsyathetase_0^ 
5a_synthetase)_mnia,_complete_cds_ 
s77356_3- 

4 1 ,_transcript_ch2 l=oUgomycin_sensitivity_conferral_j)rotem_oscp JiomologJ^ »rf48_ 
25 s78 1 87_2548-3064,_cdc25hu2=cdc254-_hoinologj:human,_mma,_3 1 1 8_nt] 

u048 1 0_2050-2536,tastinj3ama,_coniplete_cds_ 
. u0568 lexon#7_l 1 1 -544,proto-oncogeae_bcD_geiie 

ul 0362__848- 1 352,gp36b_glycoproteinjtnnia,_coinplete_cds 

ul4391j4095-4623,myosin-icjMma,_completejC5^ 
30 ul5 131_3802-4252,pl26Jst5)_imna,_complete_cds_ 

u20428_2450-2840,sncl9jnania_sequence_ 

u247(MJ79(^-1264,antiseci:etoiy_fiw:tor-ljiur^ 

u29607_1974-2148^e(hioiiine_aminopeptidase_mma,jcompk^ 

u34683_1261-1735,glutathione_syathetase_mma,_complet^^ 
35 u4 1 668_520-976,deoxyguanosmejdnase_nima, jcompletejcds 

u52828_14I8-1882,cri-du-chat_regioa_innia,_clone_mba2 

u53347_2278-28 1 2^eutrd_amino_acid_transporter j5_mma,_complete_^^ 

u56402_2969-347 1 ,chromatmjstructural_j)rotem JiomologjCsupt5h)_nania^^^ 

u58766J741-1299,fic_j)roteinjtnraa,_complete_cds 
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u59752_524"938,sec7p-like_j)roiein_innia,_j)artial_cds 

u599 1 9 J2047-2575,sm^ds-associated_proteinj5mapjtiima^^ 

u60325_3700- 

4252,dnajolymerasejgamina_mma,_nuclear_gene_encodmg_mitoc^ 
5 * u62293mma_2576-3152,Jimkl_^ene_(lim-kmasel)_extmcted_^ 
kmaseljand_altematively_j5pliced_l 

u69127_2758-3106,fasejbindingjrotein(fbp3)jtnma,_partial_cds_ 

u71374j617-1157^pexl3p_nima,_complete_cds/gb=Ti71374_^^ 

aUja73167jt971- 

10 35099,Ji_lucal4.2a_gene_extracted_fi:omcosinidJ[ucal4,Ji_luc^ __geiie_extracted_fix)m ' 

u83463_1406-1862,sca£foldjprotemjpbpl_innia,_comp^^^^ 

u86070_629-1205,phosphoinaimomutase_nima,jcoinplete_cds 

u87269_1976-2468,pl20e4fjranscription_factorjraiiia,_com 

u9 1 985_1 014-1 320,dna_fi^gmentation_factor-45_mnia,_complete_cds 
15 u943 1 9__2044-2404,autoaiitigen_dfs70Lmnia,_partial_cds. 

aU_x03 794_5 70- 11 50,embiyonic_mma_3 *_end_with_homoeo_box_(clon^ 

all_x05299Jl010-2572,iiiim_('-95%)_for_major_centrm 

all_x06389_1582-2087,nima_for_syn£^tophysm_(p38) 

all_x07695_l 175-1722,nimajForjBytokeratinc-termiii^^ 
20 all_xl 533 1_813-1 194,imna_for_jrfiosphoribosylpyrophosphatej5ynt^^ 

xl5722cds_931-1411:m_revereesequence,_1569-1575,mnia_forjl^ 

xl5822cds_18-222:m_reversesequence,_13-379,cox_viia4_mnia_fo^ 

specific_cytochrome_c_oxidase_ 

xl7620nmia_257- 
25 677,niraa_for_mn23jrotem,_involved_in_development^^ 

x54637cds_3359-3539:injreversesequence,_3857-4133,tyk2_mma_for_^^ 

receptor jprotein^tyrosinejdnase 

aUjx59727_361 8-4201 ,63 Jcdajpiotem_kmasejrelatedJo_^^ 

x63417cds_170-524:mjreversesequence,_560,Mb_inrna_ 
30 alljx63522_l 800-1997,innia_daudi6_for_re1inoic_acidj^^ 

x63657mrim_1683-2169,fvtl_nmia_ 

x63679cds_587-1073,inma_for_tramp_j>rotem 

all_x691 1 5_7 1 8-998,zne7a_mnm_for_2inc_fingerjprotein_ 

x7 1 129cds_213-705,mrna_for_electron_transfer_flavoprotem_beta_subu 
35 x74330cdsJ788-1154:in_reversesequence,_1281-1335,mma_for_dnajrimase_(subum 

x74801cds_1282-1552:injreversesequence,_1636-1837,cctgjmrna_for_chapero^ 

x74874nmia_5857- 

6262,_majolymerase_iMargest_subunit_gene_extracte^^ 
x78992cds_1349-1373,erf-2_innia_ 



714 



wo 2004/038376 



PCT/US2003/033946 



aUx80910J085-3566,ppplcbjmnia_ 
x81788_397-799,ds-ljDania_ 
x92720cds_1540-1888:injreversesequence,_1978- 
2086,nmia_for_j)hosphoenolpymvate_cari)oxykinase 
5 x93510cds_548-956:injreversesequence,_1021-1069,imna_for_37Jcda_li^^ 
x97544cds_291-453:injrevereesequence,_508-724;oania_forjim 
x98248inma__3 140-3698,mnia_for_sortilm 
x98534exon#l 0_287-798,vasp_gene,jBXoiisto_13_ 
x99947_2S80-2922:mjreversesequence,J2994-3084,mn^^ 
10 y00636cds_586-688:mj:eversesequence,__739- 

985,jiima_for_lymphocyte_fimction_associated_^ 

dMjyl 1681_529-1040,ninmjFor_mitochondrialjibosomd_jiro^ 1 j^nfype==ma_ 

z23064_146 1- 1 755,mma geae for hump g protein 
all_z48042_2679-3232,mma_encoding_jpi-anchored_proteinjpl37__ 
15 all_z70219j*-188,mma_for_5*utr_for_\iiikno\^ 
z84497cds_19 1 5.2230:in:_fuUsequeiice,_l 83 83- 
18624,dnaj5equence_fix)m_cosmid_ol4_onjchromosomecontains_ 

Metagene 388 

20 

d38128exonj604-l 1264p_gene_for_prostacyclmjreceptor 

d43638J2961-3393,mma_for_mtg8a_j>iotem,_complete_cds 

hg2167-bl2237_atJig2167-ht2237jprotemJdnaseJit31,_camp-d^^ 

hg2715-ht281 1_at_hg2715-ht281 l_tyrosmeJdnase_ 
25 hg3492~ht3686_at_hg3492-ht3686_uncoupling__protem_jicp 

1113733183-4609,protocadherm_43jmji\a,_complete_cds_forabbre^ 

B4409_624~990XcloneJ>3b3el3)_chromosome_4pl63_dna_fi:agment_ 

136645mma_2716-3034^eceptorjrotem-tyrosinejkmase_(hek8)_i^^ 

ml6801«mia_5250-5724,mmerdocordcoidj:eceptsor_mm 
30 m60556mnia#l_503-839,_tgfb3 _gme_(1iansfonnmg_growtb_fecto 

beta_3)_extracted_fix)mtransfonnmg^row 

m74096_1694-2096,longjchainjacyl-coajdehydrogenase_(acadl)_^^ 

m97676_1406-1646Xtegion_7)Jtomeoboxjprotem_(hox7)_iii^ 

s73840_,408- 

35 784,_typeJixjtttyosin_heavy_cham_{3*_region}_[buman,^^ 

s8 1661_588-1 164,_kemtinocyte_growth_factor_[human,jtimia,_120 
U02683 J2758-33 1 8,dphajpalmdromic_bindmg_protem_mma,_complete_cds 
u08096exon_3 1-48 l,periphemlJaayel^nJp^otein-22_(pmp22)_gene,_Jlon- 
codmg_exon_lb/gb=u08096_/ntype^=dna 
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u37122_1877-2387,adducmjgainmaj5ubximtjJir^ 
u44754_809-1253,pse-bindmg_fectorjtfjgaiiiim_subu^ 
u69546_1903-225>9;maj3mdingjproteinjBtr-3jra^ 
u79251_1285-1747,clone_23878_nima_sequence_ 
5 alLx04325_l 1 13-1558,liverjnOTa_for^apJunction_protein_ 

all_x59350JZ679-3220,rania_forj5_cell_membra^ j5rotein_cd22_ 
x67697cds_l-145:in_reversesequence,_63-603^e2_iimia_ 

Metagrae 378 

10 

d8701 lcds_1308-1590:in_fullsequence,_24060- 
24222,(lamuda)jdhMi_forJmmimoglobm^^ 
j04156ninia_1030-1510,interleukin(il-7)_mma,_complete_cd^^ 
s95936_1806-2268,_ti^ferrin_ITbiuman,Jiver,jamia,_^ 
15 u24153_1796-1994,p21-activatedjEirotemJkinase_(p 

Metagene 359 

d86975_5570-59784nrimJForJkiaa0222^ene,jcx)mplete_^ 
20 105514cds_20-116:in_reveraesequence,_1789-i815:notjn_gbjre^^^ 
all_x83857_143 1- 1 809,mnm_for_prostaglandm_ejrec^^ 

Metagene 261 

25 hg274-ht274_s_atjig274-ht274_gamnia-glutamyltraiisferase 
u49379_2051-2537,diacylglycerol_kinase_^silon_dgk_mm 
u8 1 607_6007-6535,gravinjnama,_complete_cds_ 
alljK8 1479 J2655-3 1 1 8,mma_for_enirl Jiormonejreceptor 
x86816mmaj^l93,estrogeaj:eceptor_cdna,_5'_spHce_vai^ 

30 

Metagene 234 

n50822mma_909-1375,neurogenicjtielix-loop-helixjrotein_nei^ 
u68030_2365-2665,gjprotem-coupled_receptor_(strl22)_n3jma,_com 
35 alLu77827_1053-1630,orphan ^_protem-coupIed_receptor_(cepr)_gene,_complete_cds. 
all_x77366_4 1 60-4689^bzl 7_mma 

Metagene 227 
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aj00ip47cdsji85-791:in_reversesequence,„959-1013,ii^^ 
d25216jl968-5256,mmajbrjdaa0014 ^ene,_complete_cds 
d29012_230-752,irurna_for_proteasome_subuiutjr,_compl^^ 
d29954_4458-4920,mma_forjdaa0056_^ene,jpartial_cds_ 
5 d45906_3097-36 1 3,inraa_for_liink-2,_complete_cds_ 

d50810_3494-3992,nima_for_placentaljeucme_aininope^^ 
d50913_1494-2052,mma_forjdaa0123 ^ene,jpartiaLcds_ 
d63160exon_6-306:inj:evereesequence,_9:not_m_gb_record,dm^ 
d83703_2605-3 1 69,inma_for peroxisome jEKJsembly_fector-2, jcomplet^ 
10 d90042_675-121 5,Kver_aiylamine_n-ace1yltransferase_(ec_^ .5)_gene 
hg2036-ht2090_atjhig2036-hl2090_stimulatory_^^ 
tas_p2 1 and smg p2 1_ 

hg2566-ht4867_atJig2566-ht4867_microtubule-associatedjrotein_ta^^^ 

hg2706-ht2802_at_hg2706-ht2802_serme/threonmejdnase_ 
15 hg3976-ht4246_at_hg3976-ht4246_j)ou-domain_dnaj5indmg_factorj^^ 

hg870-ht870_at_hg870-ht870 _^olgm,_l 65 Jcdajpolypeptide_ 

hg909-ht909_atjig909-bt909_mg8 1 

j02876mnm_616-1180,placentaLfolateJbmdmg_protem^^ 

105147_266-812,diial_specificity_phospha1ase_1yrosine/sem^ 
20 110405_1364. 

1910,dnaJ)mdmgj)roteinJfor_siuf^ 

114754_3369-3813,dna-bindingjprotein_(smbp2)_nmia,_com 
119058_2599-3 163,glutamate_ieceptorj(glur5)_nmia,_complete^^ 
126494_1598-2084,(oct-6)_mma,_complete_cds_ 
25 129433exon_53-587,factor_x_(blood_coagulation_factor)_gene_ 

B6861exon#4_247-757,guanylate_cyclase_activatingjprotem_(gc^^ 
4,_complete_cds_ 

allJ36922_938-1125,met-ase _sene,_exon_l 
140377nimaJ766-1276,cytoplasmicjantiproteinase(cap2)j3^^ 
30 147738_2286-2856,mduciblejroteinjiirna,_coinplete__cds_ 
aUjml6652_714. 

760,pancrcaticjelastase_iia_iimia,_complete_cds,pancreatic_^^ 
m31651cds_900-1146:in_reversesequence,_5912-6098,humanjsex_homo^^^ 
bindmg_globuliii_(shbg)__5ene,__com 
35 alljn34041_1414-2015,alpha-2-adrenergic_receptor_(alpha-2_c2)_^ene,_comp 
m35878exon#4_1993-2443,insulin-like_^owth_factor-bindingjprot^ 
3_gene,_complete_cds,_clonejill006 
all_m58378_75-406:inm58378cds#l_1893- 
1 930:in_m58378cds#2_2002,_synl ^ene_(synapsinJX-exti:acted_fro 
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in64S9Sinma_216-648,smaU ^guprotein (gx) Jlll'llSiy 3* end 
m76180_1461-1887,aromatic_ammo_acid_decait>oxylasej(ddc)_m 
m86757_2-372,psoriasm_nirna,jDoinplete_cds 
m9 1 438cds_55- 181 :m_reversesequence,_300-540 Jkazal-type_serm 
5 ii)_gene,_complete_c 

m937 1 8_3536-4034,mtric_oxide_synthase_nuiia,_complete_cds 
m94077exon#2_657-1125,loriciin_gette_exonsand_2,_coinplete_cds 
m94547mma_55-565,_huinmlc2at;Jbtomo_sapieiis;_j_593Jbase-^ 
m95712_2005-2407,b-rafj»i^a,_completejcds 
10 m98045_1593-2097,folylpolyglutamate_synlhetasejouna,jM 
aU_s57887_739- 

980,j(tl)=elas1mjtraiislocationjaUele_{exon_28 
s67070_55- 

42 1 , heat shock protein hsp72 homolog rhuma^ 

15 s82198_323-827,jDaldecrin==senim_calcium- 

decreasing_fector_Piuman,_pancreas,_nmiajpartial,_894_nt]_ 
u06088exon_220-730,n-acetylgalactosamine_6-sulphatase_(gahis)jgene_ 
u08 191 j4687-5220^jkappajbjaama,__complete_cds 
u09850_3337-3769,zinc_finger_jjrotdn_(znfl43)_nima,_^^ 

20 ul 3045_2 1 26-2690^uclear_i«spimtory_factor-2_subunitJbetamnia,_com 
aU„ul5177_2291-2724.cosmid_cri-jc2015_at„dl0s289„m_10spl3 
u22526_2677-3157;23-oxidosqualene-lanosterol_cyclasejmma,_comp 
ii35234 6175-6290,protem_tyrosinejpbosphatase_sigma_imTia,_con^ 
u41763_4933-5485^uscle_specific_clathrin_heavy_chain_(cltd)_nMii^^ 

25 u42412_977-1535,5*_-amp-activated_protein_kmase,_gamma-l_subiinit_nuiia,_^ 
u48408_752- 1 322,kidney_water_chaimel_(hkid)_mma5_coinplete_cds_ 
u49260_l 284- 1761 ,mevalonate_pyrophosphate_decarboxylase_(mpd)_mraa, jcomplete__cds_ 
u49395_l 361- 1907,ionotropic_atp_receptorjp2x5ajnMa,_complete_cds 
u521 12inm^5_896- 

30 1340ptq28 _genomicjchM_in_the_i:egion_of_the_llcani_loc^ 

u55258cds_3452-3872:in_reversesequence,j4031-40914ibravo/nr-cam_^ 

cam)__gene,_comp 

alLu57341_2- 

129,neun)filament_triplet_ljroteinjcnma,jaitial_cds/^ 
35 u60666_l 923-24 1 5,testis jspecific^leucine jrichjrepeat jrotein_(tsIip), jcompletejc^ 
u65402cds_65 l-9I5:in_reversesequence,_1437-1647,seven_transniembrane_g- 
coupled_receptor_(gpr3 1 ) jgene, 

u68485_1356-1788:notJba_^bjrecord,box-dependent_myc-interactingjrotem- 
l_(bml)_mma,_complete_cds_ 
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u70064_6458-7030JysosomalJiafiScldiig_i»gulator_(lyst)_m 
u72209jl32-990,yyl-associated_factoi:(yaf2)jaMm,jDom 
u87964_1515-2094,putative_g-protein_(gp-l)_ximia,j^ 
x00090cds_6-356,liistone_li3 _gene 
5 aU_x00695_6073-6372,mterleukin-2„(il-2)jgene_and_^ 

x01715cds_1338- 

1 537:not_in_j;b_record,gene_fi:agment_for_the_acetylcholm^ _gainina_subunitj)rec 
x05360cds_353-785,cdc2_genejnvolvedjm_cell_cycle_contro^ 
aUjcl 3 8 1 0_1 940- 1 986,otf-2 jtnnia_for Jiymphoid-specific jha^ 
10 x51952iimia_355- 

5 17,ju<^_fix)muc^_j:enejforjmicouplmg jrotei^^ 1952_/ntypeF=dna_/annot=«o 
alljx63717_1962-2473;ncurim_for_apo-l_celLsurf^^ 

x66839cds_909-1335:in_reversesequence,_1407-1491,ma1ii_im_innia„^^ 

x69950exon#l_1485~2039,dm_sequence_for_wihns*_tumor_gene 
15 aU_x70297_1563-2020,iimia_for_neuronal_mcotmic_^^ 

x77777_2210-2771,intestinal_vip„receptorjrelatedjrotein_i^ 

all_x96969_1470-1759,Hima_forjurea_tran^ 

x99656cds_798-1068:mj:eversesequence,_1251- 

1329,mmaJForjproteinjcontammg_sh3_domaii^ 
20 reverse_yl0871_4016-4220,twist_gene 

z25884cdsJ2453-2897:m_rwereesequOTce^3062-3068,iiinia_f^^ 

l_muscle__chloride_chaimeljprotein 

248475cds_1531-1795:mj:€versesequence,_1918-2128,gckrjnM^ 
alLz69720_14484- 

25 1 5067,diia_sequence_fi:om_cosmid_ra3 6_from_a_contig_from Jhe^tip of_1iie_short_an^^ 
aU_z70220J3 l-266,mmajror_5'utr_forjuiiknow^ 
reverse_z95624_34190- 

34542,dna_sequence_from_cosmidja237hl_contains_ras_like ^1pase_and_ests- 

30 Metagene 217 

dl7793_633-l 161,mma_for_kiaa01 19_gene,_complete_cds_ 
hg64-ht64_at_hg64-ht64_nf-kappa_b-binding_j>rotein_kbp-l 
k03474exon#5_562-829:in_reversesequence,_28 1 7- 
35 29 1 9,mullerian_inhibitmg__substance_gene,_complete__cds 

100022cds_l 249- 1 679 :mj:eversesequence,_l 750-181 6,ig_active_epsilon l_5*_ut,_v-d- 
j_region_subgroup_vh 

m31774_1858-2392,thyn)tropm_receptor_(tsh)_mma^ 
u58033_24-366^yo1iibularinjrelatedjprotein(mti^ 



719 



wo 2004/038376 



PCT/US2003/033946 



x06290cds_13307-13442:m_reversesequence,_13709-13913,niriia_f^^ 
x87843cds_690-894:mjreversesequence,_l(M5-1201,nmia_for_cycto^ 
x9935(hnma_1863-2424,Jifh4jC5ds_jgeaejBxtract^^ Joinedjcds 

5 Metagene 66 

d49824_945-l 1 lO^ila-b^nuUjaUelejnonm^a-b^nulljaUele^mm^^ 
hg862-ht862_s_atJig862-ht862_ti^sitionjproteiii_ 
j0404Qmraa_563-101 6,glucagon_nima,jcompletejDds 
10 ml5881_1752-2310,iiromoduliii_(tamni-hors611 _glycoprotein)_inma,jcomplete_cds 
u77970_2339-2855,neim)nal_pas2_(npas2)jtnma,jcomplete_^ 
x67318cdsJ851-1229:mj:eveisesequence,_1260,inma_forjprocarbox 

Metagene 60 

15 

u3 1 3 82_69-62 1 ,g jrotein^amma-4_subunit_mma,_complete_cds_ 
x07820cds_1252-1378:injreveraesequence,_1430-1694,imiia_for^^ 
xl4329cds_1050-1350:injreversesequence,_1569- 
1641,rnma_for_caiboxype|)tidase_n_smaU_subiim 
20 z47043cds_540- 

1080,partiaLcdiia_sequeace,jcloiie_x529,jankn 

Metag^e 48 

25 d26561cds#2_153-435:in_reversesequence,_371 1- 

3717,_orf_for_ll jrotein_gene_extractedJBrompapillomavi 

hg3703-ht3915__s_at_hg3703-ht3915__udp. 

gluciironosyltramferasefeniily,_j)olypeptide_l ,_altsplice_l 

all J37868_352 1 -4088,pou-domam Jraiiscriptionjfector_(n-oct-3),_complete^^ 
3 0 x748 1 9cds_509-809:injeversesequence,_9 13-1015 ,mma_forjDaxdiac_troponin J 

Metagene 21 

afD 1 2270_8 15-1 325,peropsin_(n*h)_mraa,_complete_cds/gb=af012270 Jntype=ma 
35 1404 1 lmrna__43-5 1 l,thyroidjreceptor_interactor_(trip8)_nima,__3'_end_of_cds_ 
aIl_x64877_494-529,mnia_for_senim_protein,rama_for_sem 

Metagene 17 
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d50931_2527-2971,iimia_forjdaa0141_gene,_complete_cds 
m97016_1231-1803,osteogemcjm)tein-2_(op-2)jnmia,_c^^ 
s58544_l 884-2382, J75JcdaJnfertiUty- 

related_speimjprotein_|>uman,jtestis5jmma _j)artial,_2427_nt]_ 
5 s81737_l 159-1681,_alphasyatrophin_[>uman,_inrn^^ 
u06233_2545-3055,pou_domamj?rotein_(bm-3b)_nu^ 
U0768 l_2075-2585^(h)- 

specific_isocitratejdehydrogenasejalpha_subunitjprecursor_n^ 
u68385„1259-1643,meisl-rektedjpK>tein(im^^^ 

10 u69108J2155-2632,tafjrecqptor_associatedJ&ctoii^^ 
an_x79066_39()-973,Jisapiens_erf-l_innia_5'_end 
x91653exon_5-125,dimjforjBxonjBncoding_forn- 
acetylglucosaminyltraiisferase_v_(340Jbp)/gb==x9 1 653__/nty 
y00083cds_902-1201:in_revei:sesequence,_1416-1641,iimia_for^^^ 

15 celljsuppressorjac 

Metagene478 

k02402exon#8_1383-1875,coagiilationjFactor_ix_gene,_c^^ 
20 141162_1879-2419,collagen_alphatype„ix_(col9a3)j3mia,_^^ 
dl_m2 1388_2-95,unproductively_i:earranged Jg_mu^ 
3ala.,unp 

all_in296lOj^46-476;glycophorm_e_mnia,_com 
u79286_934-1294,argmine_methyltransferase_nm . 

25 

Metagene313 

ac002045mma#1^643-838,_a-589hlJ_fix>mchromosomebacjclonejci^^ 
589hl_'-complete_geiioxmcj5equeiic 
30 aj000099_1243-1750,innia_forjysosomaljiyaluronidase/gb==^^ 
d83260_604-l 150,hxc-26„ninia,jcompletejeds 
j04823mmaj51-391»cytochromejt5joxidasej5ubunit_viiijCc^^ 
11 1066_2272-2770jmma_sequence_ 

113939_3297-3791,beta_adaptinjprotein_mnia,_compIete_^^ 
35 125878_1092-1657,p33/heh_epoxide_hydrolase_(ephx)_inma,_compk^^ 
m34668_3044-3590,protein_^osmejhosphatase_(ptpase-alpha)_mma 
m64929_1572-2100,proteinjphosphatase_2a_alpha_subxmit_nima,_com 
m74491_3066-3552,adp-ribosylation_factonnnia,_complete_cds 
m8 8279_1 591-2131 ,immimophiUn_(fkbp52)_ninia,_complet^^^ 
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m94046_1788-2346,zinc_feger_protein_(maz)_mma 

s82470_1398-1836,J)bl=inaKgnantjccU_expressioa^ jgene/tumor^progression- 
enhanced_jgene_[hiraian 

u(H241_979-i264,homolog^of_drosophUa_eDhancer_of.split_^ 
5 ul3991_335-713,tata- 

bindmgj?roteinjassociated_factor_30jcdajsubunit_(tafii30 

ul 8937_1 840-2344 Jiistidyl-tma_synthetaseJxomolog^(ho3)jaima,_^ 

u32986_3609-4126pcerodenxia_j)igmentosum _group_e_uv- 

damagedjdna_bindingjractor_xiinia»jcomplete 
10 u37146_54n- 

5927,silencmgjaDiediator_ofjretinoid_and_thyroid^ 

u4 1 635_2207-265 1 ,os-9_j)re<aiiosor_imiia,_complete_cds 

u60644_l 537- 1 9574iu-k4_mma,_coniplete_cds 

u65579_l 3 8~648,mitocbondrial_nadh_deliydrogenase-ubiqumone_fe- 
15 sjprotein_8,_23__kda__subunitjprecursor_ 

u67171_229-697,selenoprotein_w_(selw)_mma,_completejcds/gb==^ 

u78735_5872-6424,abc3_mriia,_cornplete_cds. 

u79287_813-1305,clone_23867_xnma__sequc5nce 

u82108_987-1464,sip-ljaama,_jcomplete_cds_ 
20 u83246_1364-1904,copineJLnmia,jcx)mplete_cds_ 

ii95(M0_2366-2876,transcriptioiial_cor^ressorJhkapl/ 

all_x04 1 06_907- 1 478 ,mma_for_calcium_dependent_protease_(small_subum^^ 

x57346cds_308-674:injreversesequence,_l 118-1 154,mraa_forJis Ijrotein 

x70649_223 1 -2663,01. 1 042_mima_of_dead J)Ox_j)roteitt__femily_ 
25 all_x72964_606- 1 027,mma_for_caltractin 

all__x73358_355-815Jhaes-l_mma_ 

x92896exoE#2-3_39-222:in_reversesequence,J295-301,nram^^ jprotein 
x9880 1 cds_3489-3729:injreversesequence,_377 1 -40 1 7,i3Miaa_for_dynactin_ 
x99728exon_13-247^dufv3jgene,jKon/gb==x99728_/nQTpe=dna_^ 
30 y07604cds_291-483:m_reve(rsesequence,_572-776^ma_for_nu^^^ 
2l4244cds_3 1-1 69:inreversesequence,j43- 
409,coxviib_niraa_for_cytochix>mejc_oxidase_subumt_viib 
256281cds_772-1222:m_reveraesequence,_1334-1382,mma_for_interferonjre 
all_z69881_3952-4535,iiimaJEbr_adenosineJtriphosphatase,_calciu^ 

35 

Metagene 207 



hg2160-ht2230_at_hg2160-ht2230_5lutainate_decarboxylase 
u68723Jil26-2576,checlq)ointjsuppressoniima,jcompletejDds 
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x76059cds_1208-1424:m_reversesequence,_1709.1807,imiia_for^^ 
Metagene 206 

5 in90354cds_29-301 :mjreversesequence,_l 165-1 197,btf3_j)rotem_homologue_gene,_complete__cds 
u57452j^3-103,siifl-likejproteinjdnase_mma,jartia^^ 
u62432_^1759- 

1881 ^cotmic_acelylcholme_recq)tor_alpha3_subimitjprecureor,_^^ 
x87852cds_5374-5560:in_reversesequence,_5780-5966,iiinmjfo 
10 alljs29678_1247-1740^itf_mrna_ 

Metagene 62 

u07 1 32_1 4 1 5- 1 96 1 ,steroidjionnone_receptorjcier-i_inma,_complete_cds_ 
15 x99374cds_l 846-2 174:in_reversesequence,_22 1 1-23 1 8,innia_for_fertilin_beta 

Metagene 387 

ab002409_293-791,iiinm_for_slc,_complete_cds/gb=ab002409_/nt^ 
20 afl009368_9Ol-1345,lummjmma,jcoinplete_cds/gb=^ 

dll327_2099-2638,mma_forjprotem-tyrosmejphosphato^ 

dl6827cds_767-1064:in_reversesequeiice,_l 124- 

1 132,gene_for_fiflh_somatostatin_receptor_sub^e_ 

dl 746 1 exon# 1 -3_1 3-1 02:not_in_gb_record,gulo jgene__for_l-gulono-gaiama- 
25 Iactone_oxidase,_exon_9,10_aiid/g 

d21089J2957-3515,mmajror_xp-c_repairjcompIemeatmgj^ 

d3 1891_3786-4275,nimajforjdaa0067 _gene,_complete_cds 

d32002J2454-3001,mmaJforjauclearjcapJ)mdmgjprotei^^ 

d42053J3755-4277,tnrnaJforJkiaa0091^^ 
30 d50312„1206-1668,nmia_forjakatp-l,_complete_cds 

d63485_2710-31964nmajforjdaa0151_jgene,jcomplete_cd^ 

d85939J746-1037,nmia_forjp97Jhomologous_protein,jcomplete^ 

d87012cds_1986-2226:m_fullsequence,_34522-34687,(Iambda)jdim^ 

d87432_5731-6253,mnia_forjdaa0245_gene,_complete_cds 
35 d90279_5i54-5590,mma_for_collagen_alpha_l(v)_cham,_complete_cds 

hg2442-ht2538__atjig2442- 

hl2538_tropomyosin,_alpha,_muscle,_altspliceJ2,_skeletal_mu^ 
hg2686-ht2782_atJig2686-ht2782_ryaiiodine_receptor_ 
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hg2992-lit5186_atjig2992-ht5186_beta- 

hexosamimdase,jalphajpol3^eptide^abnomal_spHce_mutatio 

hg3175-ht3352_atJig3175-ht3352jcai^5ino«nbryonic_antigen 

hg3254-ht343 1_at_hg3254-ht343 l_phosphatidylinositol_3-kinasej5l 10,j5etajsofonn 
5 j00220_cds4_atJ00220J00220,notJn ^bj:ecord4g_germline_h-chain_g-e-a_region_a:_gamma- 
3_5'__flank,i 

j02854_531-1089,20-kda_myosmjight_chainjmlc-2)_nmm,_^ 
j03810_2627-31134iver_^lucose_transporter4ikejrotem^ 

aUJk03430j414-853jComplementjclqjj-chain_g^^ 
10 10475 1_1 994-25 10,cytochromejp-450jla_(cyp4a)_inma,_comple^^ 

110378_1 130-1640Xclone_ctg-b43a)_ninia_sequence 

110955cds#l_l 84-560:in_reversesequence,_394- 

467,_carbomc_anhydrase_iv_gene_extracted_firomcarbonic_a 

111369_756-1296,protocadberin_42_inma,_3'jBnd_of^^ 
15 alljn672_^3552- 

35794aaippel_related_zinc_finger_protein_(htfl O)_inma,_complete_cds,krappel_related_ * 

1 1 3329exon_434-938,iduronate-'2-sulfatase_(ids) _gene_ 

114565exon#9_5-359,periphedn_(piph)_jene_exons„l-9,_complete_c^ 

115409_1227-1719,(clone_^7)_vonjiippel-lmdau_disease„tumor^^ 
20 120815_2031-2445,s_j?roteinjrnma,jcQmplete_c^ 

129376_6 16- 1 126Xcione_3.8-l)_mhc_Linnia_fegmBn^ 

133930_1 504-2054,cd24_sigiialjtramducer_i^ 

142324cds_530-944,(clone_gpcr_w) jgjprotein- 

lmked_receptor_gene_(gpcr)_^ene,_5'_end_of_cds/gb==i42324 
25 142450inraa_1022-1448,pymvate_dehydrogenase_kinasejsoenzyme(pdkl)j^ 

147125mma_1504-2055Xcbromosome_x)_^lypican_(gpc3)jnraa,_compl^^^ 

1482 1 lcds_3 1-151 :m_reversesequence,„1691 - 1775,angiotensm_ii_receptor^ene,_complete_cds 

149173cds_13-116,ocp2_^ene,jpaitiaLcds/gb=149173_/ntype=^aJ 

ml4539_3238-3730,j^tor_xiii_subumtja_ninia,_^ 
30 ml9507inma#4_2620-3184^yeloperoxidase_mma,_c^^ 

m20778_401-974,Jiomo_sapieii,_alpha-3_(vi)_collagen 

ni20786exonj630-l 146,alpha-2-plasmm_iiihibitor_geiie_ 

all_m21494_152-645:in_m21494cds_888-967^uscle_creatmejki^ 

all_m229 1 9_3226-3 665,_mlc_gene_(non- 
35 muscle_myosin_lightjchain)jextracted_fromnonmuscle/smoodij^ 

m37755exon_15"256:injreversesequence,_280-453:not_in ^b_record,pregnancy-specific_beta-l- 

glycoprotei 

m58583_989-1487,precerebellin_and_cerebellin_inma,_com 
m64347_3336-3720,novel _^gn)wth_fector_receptor_imTia,__3*_cds_. 
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m74297_1161-1551Aiomeobox_1.4jK)tdn_inma^^^ 

in75 106_1 138- 1 61 8,prepit>plasmajcarboxyp^tidase J)_mma,jcomplete_c^^ 
m77810_2324-2585,transcription_fector_gata-2j(gata-2)_i^ 
m82827mma„2078-2228,fusion_protein_mma,__complete_cds. 
5 m91467_1375-l 861,serotonin_i«ceptor_(5htle)_inma,_complete_cds_ 
m95929_1015-1399,homeobox_j>iX)temjCpboxl)jiirm 
s76638_2553-3003,j)50-nf- 

kappajb_homolog_lliuman, jeripheralJblood_t_c 1 13_iitL 

s82240_274-802,j:hoe=26jkda^^asejbiomolog_[him - 
10 u03090jJ^57-955,ca24-dependentj?hospholipase_a2jmnM^ 

dl_u(H325_3581-3780,jsgll^ene_(pregnancy-specificJbeta-l-^^^ 
a_domain)jBxtcactedftompr 

u07969_2956-3259,intestinaljeptide-associated_timisporter_hpt-l_mn^ 

u0843Sexon#15_l 106-1 57 1 ,bem-adrenergic_receptorJcmase_(adrbkl)_gene 
15 ul7034j^l82-4584,soluble_j>la2_receptor_mma,_complete_cds 

ul8550exon_1402-1954,gpr3_gjprotein-coupled_receptor_gene,_complete_cd^ 

u22961J2627-3194,nima_clone_with_simUaii1y_to_l-^^ 

phosphate:nad_oxidoreductase_and_albittmn 

u24685cds_123-336:in_reversesequeiice,_420-447,anti- 
20 b_ceU_autoantibodyJgmJhieavy„chamjvariable_^^ 

u40152_2541-3103,origin_i:ecogidtioii_complex(hsorcl)_inm 

u55766_535-1081,iev_mteKu:tmgLJ>n>tem_i^ 

ii64805_l 668-221 8,brcal-deltal IbjCbrcal) jmma,_complete_C(fe/gb==u64805^Jnt^ 
u6501 1_1 625-2039,preferentiaUy_expressed_antigen_of_melanoma_(pram 
25 u69961_1565-1997»solursliin_(rgs)__nima,_cornplete_cds 

u701363546-4957^egakaiyocyte_stimulatmg_factor_m^ 
u71598„444-792,zmc_fmger_j)rotein_zQ>2_(zf2)_mma,jar^ 
u88726_55-433,symplekm_nmia,jpaiiial_cds/gb=Ti88726j'nt^ 
o90919_1637-2129,clones_23667_and_23775jzincjBngerjrotei^^^ 
30 aU_x05276_1466-2031,nmiaJbr_fibroblast_t«>p 

alljs05309j4846-5240,mmajbr_c3b/c4bjreceptor^^ 
xl4(M6cdsJi79-809:m_reversesequence,J?44-1082,nmia_f^^ 
all_xl4362_1961-2370,crl_mma_for_c3b/c4b_receptor_secreted_fonn_ 
xl 4675cds_3 1 - 1 63 ,bcr-abl_mma_5'_fegment_(clone_3c)/gb==xl4675 Jntyp 
35 x55448exon#22__13 1-683, jg6pd_geneJglucose-6- 

phosphate_dehydrogenase)_extracted__fromg6pd_gene_for_glu 
x6 1 373tnma#l_344 1-3 693 :not_iii_gb_record,microtubule- * 
associated_j)rotein_tau_(tau)_^ene,_altematively 
all_x62078_1997-2400,xnma_for _gin2_activator_protein 
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x68264tnnia_3300- 

3552,_mucl8jgenej(melanoma_associated_^lycopro^ 
x77567cds_853-1215:in_reversesequence,_1354-1518,inmajforj^ 
alLx77753_2390-2787,trop-2 _gene_ 
5 alLx83492_418-500,nima_for_fas/apo-l_(cIonejcrtmll- 
fedelta(4,7))/gb^83492Jntyp^=Tna,nmia_for_fa 
x85740mma_l 1 12-1 6(M,mnm_for_c-c_chemokine_receptor-4_ 
x8721 lcdsj*86-lMl,mnia_for_anionjexchangejioteii^ Wn^e^=ma 
aBjK90846_2935-3407,mmajforjnixedJmeageJd^ 
10 x97303mnia_l l-93,iimia_forjp^-12_proteWgb==x97303_/nty^ 
x98260cds_1280-1706,mma_for_m-phase_phosphopn)tem,_^ 
y08134cds_1026-1362:inj:eversesequence,_1531-1573,imiia_^^ 
aU_y08223J2471-2952^fli-l_gene 

zl 1518mma_1546-2066,mnia_for_histidyl-tma_syathetase_. 
15 z26256exon_64-364,isoformgene_for_l- 

type_calciumjchannel,_exon/gb=z26256j'ntype^=dna_/amo1=^ 

Metagene 482 

20 107515_253-790,beterochromatmjproteinjiomologae_^ 

13605 lexon#6_678-1086,flirQmbopoietin _geiie,_completejcds 

u()48 1 1_1 93 1 -2375,trophmin_nima, jcomplete__cds 

u09646exon_358-874,carnitine_palmitoyltransferase_iij[>r^^ 

u 1 1 70 1_1 3 1 6- 1 8 62,lim-homeobox_domain jrotein_(hlh-2)_mma,_complete_c^ 

25 u23946_1986-2496,putative_tamor_suppressor_{lucal5)_iimia,_complete_^^ 
u42359mraa_1197- 

1217,n33jrotein_fonn(n33)jgene,_exonand_complete_cds/gt^ 
u49973cds#2_37- 

367, jorfl ; jner37; jutativejtismsposasejsim^ 

30 u79263_995~1535,clone_23760„iiiriia,j)artiaLcds 

u86529_584-1130,gluta11iionejransfenise_zeta(gstzl)_inm 
all_x52943_2 1 63-2728,xiimaJferjatf-a_timscription_fector_ 
x98266cds#2_1028-1340:in_reversesequence,_2103-2223,Jigase- 
like_protein__gene_extracted_frommma_for 

35 z83802_133-51 l,nmia_forjaxonemaljdyneinJieavyjDhai^^ 

Metagene 358 

hg2841-ht2970_at_hg2841-ht2970_albumm,_altspUce_5 
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ul2259cds_492-808:injreveisesequence,_16275-16368,pau:edjbox_^^ 
aU_jy07701_3290-3651,mma_forjaxiiinop^^ 

Metagene 305 

5 

dl7357exonJ25-295,activin_beta- 

a_gene,_regulatory_sequence_of5*jupstream_regioii/gb==Hil7357^^^ 
d28124_1346-1886,inma_for_unknownjroduct,_complete^^ 
d86425 Ji224-4776,osteoblast_rnma_forjost©oni^^ 
10 11235Qmma_5247-5721,lhix>mbospoiuIm{thbs2)jnM^ 
113923 9109-9601,fibrillin iiima,_complete_cds_ 
ml2125nuiiaj67 1- 1013,fn>ix)blastjDauscle-t^ 
m83186_103- 

3 1 6,cytochn)me_c joxidase_Sttbuiiit_viia_(cox7a)_muscle_isofom_mma,_^ 
15 m92934mma_1492-2026,connective_tissue_jgrowth_factor,_complete_cds_ 
u09278_2285-27355fibroblast_activationjprotem_ninia,_complete_cds 
ul 97 1 8 j479-947,microfibril-associated_glycoprotem_(mfep2)_mma,_compl^^^ 
u30521_l 621-195 l,p3 1 1 Jh»jm_-3 J jnflama,_complete_cds 
u89942_2867-3383,lysyLoxidase-i«lated_j)xotem_(ws9-14)_mma,^^ 
20 x02419mma_1754-2210,upa _gene_ 

x57579exon_545-840:m_reversesequence,_1392-1555,activmj3eto^^ 
aUjc63759„1241-1752J[itnp2_geae_for_transition_pn)tei^^ 

Metagene 197 

25 

ab000114_1818-2208,mma_for_osteomodulin,_complete_cds_ 
ab000905_1045-1253,dna_for_h4Justone,_complete_cds 
afD05043_3474-3990,poly(adp- 
ribose)_gly<x)hydiolase_^pai:g)_mma,jcomplete_^ 

30 d42108j4054-4414,imrim_for_j)hosphoKpase_complete^ 

d50927_3955-441 l,nima_forjdaa0137 jgeBie,jcomplete_cds 
aUjd87023_19383-19642,Jl_genejBXtracted_fix)m(lambda)„dna_for^^ 
hg323 l-ht3408_athg323 l-ht3408 jproteasejreceptor- 1 ,_effector_cell 
I40384mrna_22-487,thyroid_receptor_mteractor_(tripl3)_m^ 

35 m60052J2004-2280,histidine-richjcalciumj5indingjprotein_(hrc)„^^ 
m60315_2334-2838,transforming^_growth_factor-beta_(^^^ 
u09368_l 908-2298,zinc_fmgerjprotein_znfl40 
u3662 lexon_l 7-536,y-ohromosome_nmjrecogiutionjmotifj)rot^ 
u47414_1449-1959,cyclin ^j2_iiima,jDompletej^cds 
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u64198_3571-395541-12_receptorJ)eta2jnMM,_complete_^ 
y09443_1545-1935,nmajfor_alkyl-dihydroxyace^ 
alLzl7240_956-l 014,for_imTm_eaicodmg_hmg2b_ 

5 Metagene 386 

ab000584_618-1032,mma_forJgf-beta_superfamUyjrote^^ 

ab002366_5112-5616,inma_forjdaa0368__^ene,jaitialjcds/gb=ab002366_^^ 

ab004884Jl491-2995,tnma_for^lni-alpha»jartial_cd8/gb^ 

10 dl 0995cds_828-l 128:m_reversesequence,_1245- 

1401,gene_for_seix)toiim_lb_recqptor4jcompletej^ 
d28588_2747-3263,!imiajforjdaa0048_gette,„compl^^ 
d63813_1154-1676,iiiriiaJFor_rodjhotoreceptorjprotem^ 
hg2730-ht2828_s_at_hg2730-ht2828_fibrinogen,_a_alpha_polypeptide^ 

15 j05428_l 624-1 800,3 ,4-catechol_estrogenjudp-glucuronosyltramferase_nima^ 
127080cds_538-946:in_reversesequence,_l 1 59- 
1 207,inelanocortiiireceptor_(mc5r) ^ene,_complete_cds_ 
m34192mma_1406-1826,isovaleiyl-coa_dehydrogenase_(ivd)_ninm,_^ 
m37075_at_m37075_m37075,not_mjgb_reconi,embiyomc/at^^ 

20 emb/a_isofonn)_g 

m58285_3356-3788^embrane-associatedjrotein_CbiOT^ 

m93 143_461-499,plasmmogen-likejprotem_felgl) 

ni93415_1865-2303,activin_typejijreceptorjiiuiia^^ 

m97496_25-409,guanylm_mma,_complete_cds_ 
25 u03858_806-1040,flt3_ligand_inma,_coinplete_cds_ 

u09579_1537-2041,melanoma_differentiation_associated_(mda-6)j^ 

u 1 0690exon#3_934- 1499,mage-5b_antigen_(mage5b) jgene,_complete_cds 

ul 1863_1914-1974,clone_hp- 

dao2jdiaminejoxidase,jcopper/topajc|umoM 
30 ul5197_74-363Justo-blood _^oup_abo_proteinjmma,_j)artiaL3Lutr_seque 

ul7838J7401-7899,zinc_fmgerjprotem_rizjtnm 

u55853_1917-2433,130Jcd_golgi4ocaHzedjhosphopix)tem_(gpp^ 

all_x83127_1494-1624,jnnmJfor_voltage__gated_j) 

x95654cds_2682-2862:m_reversesequence,_3022-3202,mma_for_sqpljprotem„ 
35 all_x98253_1221-1334,znfl83 _gene/gb=x98253_/ntype=ma 

Metagene 294 

a28102cds_986-1442:m_reveisesequence,_1546-1582,gabaajreceptor^^ 



728 



wo 2004/038376 



PCT/US2003/033946 



ml7446mma_548-1186MPosi„sarcoma_oncogene_fibi^^^ 
m98528utt#l„543-1101,neuiOT-specificjprotem_gene,Jast_exon^^^ 
u20816iimia#l_258-795,nuclear_factorj£appa-b2_(iif- 
kb2)_gene,_j)artiaLcds/gb=ni20816Jntype===^aJannot= 
5 all_u3 1799_528-683:in_u3 1799cds_1746-1777,melanocyte_protein^ 
all_x87870ji045-2289,inma_forjiepatocyte_nuclear_f^^ 

Metagene 238 

10 ml 5856niinafif l_2984-3488,lipoproteinJipase_mma,_^^ 

m23575_1395-1933,pregiiancy-specificJbeta-l_glycopi«tein_i^ 
m60503cds_2942-3212:inj:eversesequence,_1915-2(H7,profilaggm^ 

s8 1294^4- 

160,_dcc==deleted_in_colorectal_cancer_{altematively_spliced,_^^ 
15 aU_s85963j4324-4544,_hirs-l=mt_insulin_receptor_substrate-- 
lJbomolog_{liuman,_ceUJime_focus,_genom 

Metagene 200 

20 m24351exon_248-404,jpthlli _genBj{para&yroidJioTmone- 
likejprotein_a)_extracted_fix>mparathyroidJiom 
m31210_2258-2708,endoftieHal_difrerentiation_j3XOtein_^^ 

m5 5024__2-33 1 ,celLsurface_glycoprotein_p3 .58_inma, jpartial_cds/gb=m55024 Jntype=ma 
m58459_295-829,ribosomaljrotein_(ips4y)Jsofonn_mma,_compk^^ 
25 m60626mma_1283-1577^-formylpeptide_receptorjfinlp-r98)_^ 

m60724_1847-2321,p70jdbosomal_s6Jdnasejalplm-i_mma,jcomplete_^ 

s72024cds_13"437,_eif- 

5a=eukaryotic_mitiation_factor„5a_{cIonejcos_9J}Jl^ 
ul3695cds_24l8-2754:inj:everseseq;uence,J2858- 
30 2954,homolog_ofjreast_mutL(hpmsl)_^ene,_complete_cd^ 
u38896_1411-1921,zmc_fmgerjprotemj52h2-171jM 
x59434mma_63 1-1 129^ohu_nmiajForjhodanese 
all_x71661Ji263-2768,ergic-.53_mma_ 
aUjx96586J2898-3343,mnia_for_fanjprotein 

35 

Metagene 364 

13 1573_1 849-2347,sulfite_oxidase_nirna,_.complete_cds 

ml 1973_cdsl_at_ml 1973_ml 1973^ot_m jgb_record,gaOTma-b-^crystaUm_gene_(gamma„l-2)_ 



729 



wo 2004/038376 



PCT/US2003/033946 



iii29474mma_5986-6490,recombmalion„activatmg_^^ 
u0847 1 jl92-780,folate jreceptoniinia,jcomplete_cds 
u57352_2094-2646,sodium_chaimel(hbnacl)jtnma,_complet^^ 
u763 8 8_1 630- 1 842,sten)idogemc J[actonnma,_complete_CMis_ 
5 alLz22536_1732-2333,alk"4_innia,_coinplete_cds_ 

Metagene 343 

d25217J2864-3410,mmajrorJdaa0027jgeiie^^^ 
10 d45371niTnajl040-4464,apml_mnia_fQr _j353109_(novel_ad^ose_specific_collagen- 
like_fector),_complete_cd 

d85815c«is_282-564:mj:evmesequence,J753-879,diiaJFor_^ 
hgl205-htl205_atjigl205-htl205_collagen,_type_iv,_alpha_2,ja-te^^ 
hg4 1 57-ht4427__atJig4 1 57-ht4427_glycinamidejribonucleotide_synthetase_ 

15 hg732-ht732_atJig732-ht732_senim_amyloid_al 

j03600_2058-2364,lipoxygenase_mma,_complete_cds_ 

kO 1 9 1 1 mma_85-48 1 jneuropeptide_jr_(npy)_rDnia,_complete_cds 

105148_1890-2388,protein_tyrosinejd3tiase_relatedjn^ 

105779_1535-2069,cytosoUc_epoxideJiydrolasejmma,_complet^^ 

20 110123_3572-4100,surfactant_protem_a_inma,_c^ 

119297_602-1034,nuclear-encoded_ttiitochondrial_caAoiiic_at^ 
129277_2204-2762,dim-bmdmgjprotein_(25)rf)_i^ 
138707mma__2405-295 1 4iacylglycerolJkinase_(dagk) jmma, jjomplet^^^ 
141668_887-1433,udp-galactoseepimerase_(gale)_gene,_compIete_cds 

25 1485 1 6_473- 1013 ,paraoxonase(pon3)_mma,_3'_end_of_cds 

ml3829j603-1029,putative_rafjrelatedjprotemj(pks/a-raQ_i^ 
ml4565mma_1262-1712,cholesterol_side-chain_cleavage_en2ymejp450 
m20777_434-956,Jbomo_sapiens,_alpha-2_(vi)_collagen_ 
m29696_1063-1597,mterleukia-7jreceptor_(^^^^ 

30 m37271cds_361"672:mjt:€versesequence,J2722-2909,cd7_an^ 
m54951imna_438-852,atrial_natriiiretic_fector ^ene 
alljn59829 J2774-3 1 17^c JU Jisp70-hom_genejPda),jcomplete_cds 
in60298_2 117-261 5,erythrocyte_memb^aneJprotem_bandJ^.2_(epb42)_m^m,^^ 
m68519mma_1542-1916,pulmonaiy_surfactant-associatedjprotein^ 

35 a_(sftpl )_gene,_jcomplete_cds 

m69 197mnia#l_61 1-1 1 84,Jipr_fromhaptoglobm__andJbaptoglobin- 

related_proteiQ_(hp_andJhpr)_genes,_coinpl 

m74091_925-1453,cyclm_mnia 

m80629_1678-2170,cdc2-rBlatedjrotemJdnase_(ched)_mn^ 
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in89957_675- 

1095,inmimoglobulin_superfipnay_member^^^ 
in93405_888-1374,mettiylmalonate_seOTialdehyde_deliydro 
in93650_l 1 19-1599,paked_box_gene_(jpax6)Jiomologiie,_complete_.cds 
5 m99701_627-l 137,(pp21Lmma,_complete_cds_ 

s69265_1402-1943,_nex«:on-5pecificjrnaj:ecognition_motife_(mn 

containmgjroteinjbumanjjbdppocainp 

s75989_1492-1948,_^anima- 

aminobutyric_acidJransporterjype[]ta»in^ 
10 s76475_2144-2659,Jikc_|>uman,_brain,_xn^ 

u07358_2794-33 10,piotemjdnase_(zpk)jtnma,jc^ 

u09877_3381-3849,heUcase-likej?n)temj5ilp)_m^^ 

ul0991_6267-6789,g2jpit)tein_jnma,_j>artiaLcds 

ul 603 1_245 1 -2943,transcriptionJ&ctorJl-4_stat_mma,_complete_cds_ 
15 u26398_2628-3168,inositol_j)olyphosphatej*-phosphatase_mma,_com 

u26403_99 1 - 1 495,receptor_tyrosine_kinase JigandJerk-7jprecui^or 

u30930_1877-2423,udp-gdactose_ceramidejgalactosyl_transferase_(c^^ 

u4343 1_3 1 66-37 12,dna_topoisomerase_iii_mma,_complete_.cds 

u52840J7503-7755,criHlu-chat_regionjEmiia,„clone 

20 u64998cds_61- 

361,nTjonucleaseJc6_j>recursorjiene,_complete_cds/gb-Ti 
u82535_1485-2019,Mty_acid_aimdeJiydrolase_mma,_compl^^ 

anv00565J2218- 

2422,gene_for _preproinsulin,_fix)m_chn)mosomeincludes_aJiigmyjolymo^^ 
25 x04445mma_52 1 - 1 075 ,iiiha_gene_exon(and Joined_cds)_ 
x06985inma_943-1393,mma_forjieme_oxygenase 
x0773 2mnia#2_99 1-1 543,hepatoma_mma__for_serinejprotease_hepsm_ 
alLx52773„1343-1866,inma_for_retiaoic_acid_rece|)tor-li^^ 
x60188xnma_1360-1741,eikljcnmajforjprotei^^^ 
30 x60957cds„3066-3378:injreversesequence,_3432- 
3678,tiejaama_forjputativejreceptorJyK)sm^ 
x86779cds_1174-1606:injrevereesequence,_1741,mnia_forj^ 
x99961cds_55-409,nmia_forjQoveljroteiii/gb==x99961_/nty^ 
z26317cds„2904-3324:inj:weraesequence,_3443-3491,imim_^^ 

35 

Metagene 174 

d89289_1431-1947,mmajbr_n-ace1yl-beta-d-glucosaminide,_complete_o^ 
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105 1 88cds_2-194:in_reversesequexice,_281-342,smaUjp]X>l^ 
rich pn)tein(sprr2b)^ene,_c0mplete cds 
m74509_773Q-8246,eadogenous_retrovirusJtypejB_cmco^^ 
s70004_2347-2779,_glycogen_synfhase_|>uman,Jiver,_nm 
5 u654 1 6iimia_1983-23 1 6,mhc_i_molecule_(micb)_geiie,_complete_cds_ 
u79285j892-1402,clone_23828_niraa_sequeaQice 

Metagene 171 

10 hgl 11 1-htl 1 1 l_at.hgl 11 l-htl 1 1 l_ras-likejprotem_tc21_ 

k0210(>mma_983-*142l»omithme_tFa^ 

\i08015inma_2388-2700pif-atc_nima,jcomplet^^ 

u09413_1957-2389,zmcjfinger_j)rotem_ziifl35_mma,_c 

u70862_1029-1248^uclear_factor^ijb3jaama,jw)mplet^^ 
15 alLxO1059_941- 

151 2,placenta_mma_for_luteinizmg homone^releasing^ 

all_x66436_1427--19804isrljtnma_(partial)_ 

x80507cds_1020-1314:iji_reversesequeiice,_1624-I828,yap65_inrQa_ 
aU_x99141_1411-1715,mraa_for_hair_keratm,_hhb3_ 

20 

MetageaeSl 

dl3988J897-1353,rdj_^dLnima,_coinplete_cds^ 
d3 1763_5458-59684nma_for_kiaa0065_gene,_paitial_cds_ 
25 hg 1 747-htl 764_sat_hg 1 747-htl 764 jroto-oncogene_met,_altsplice_fonn_2 
hg4074-ht4344_atjxg4074-ht4344_rad2 
j056l4nmia_4- • 

41,proliferating^cell_nuclearjantigen_(pcna)__g'en^ 
123959_971-1415,e2f-relatedjbfanscriptiott_factorj(dp-l)j^ 

30 140386niiiia_657-l 122,dp-2jtiima,jcoinplete_cds 

140403inma_1725-2277,(clone_zap3)_i3ma,_3'_end_of_c^ 
in28209_l 58-680,g1p-binding^ix)teinj(r2j3l)_mrna,jc 
m371(H_13-421^tochondrial_a<pase_couplmg_fectorsubra^ 
m37583iiirna_368-824,histone_(h2a.zX_mnia,_conipIete_cds 

35 m58525_603-933,catechol-o-melbyltramferase_(comt)_mma,jcomplet^^ 

m81 1 18exon#2__669-l 149,alcohol_dehydrogenase_chijpolypeptide_(adh5)_gene 
m83738_3328-3883,protein-tyrosine^hosphatase_{p^pase_meg2)_mma,_complet^^ 
m86737_2236-2776^igh_mobility_groupjbox_(ssrpl)_niiiia,^^ 
m92439_4255-4633,leucine-richjprotem_iiima,_complete^ 
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m94630_832-10274iraiq>-c_likejpK)tein_i^ 
s83364_19-325,jputative_rab5-mteiactmgjprotem_{cl^ 
57}_|tomaii,Jipla_ceUs,jmurim_par^ 
s85655jt35-969,_proMbitmJliuman,_xim 
5 ii25 1 82 J350'^60,antioxidant_eii2yme_aoe37-2_ninia 
u41387_2693-3263,gu_proteinjrnnia,_partial_cds 
u56833_940-1468,vMJbindingjrotein-l_(vbp-l)joima,jpaitial^^ 
u57627jl598-5078,fetd_brain_oculocerebrorenal_syndrome_(oc^^ 
u654 1 0_96 1-1 459,mad2_(lismad2)_mma,__complete_cds_ 
10 u83843J725-1145,Wv-ljtief_^intemctingjprotein_(mp7-l)_m 
aU_x92396_1999-2480,iimia_for_novel_gene_injxq28jregi 
x94754cds_2213-2645:m_i:eversesequen(^,J2712-2730,i^^ 
tnia_syntiietase_homologue 
aU_x99585_193-608,mma_for_smt3bjprotein 

15 

Metagene 19 

hg721-ht4827_s_at_hg721-ht4827jlacentaljrotem_14,jendomet^ 
119593mnia_2261-2747:in_reversesequence,_2765- 
20 277 1 ,mterleukiiireceptorJbeta_(il8rb)_mma,_complete_c 

s34389_1166nl586,Jiemejoxygenase-2J3iiuiian,Jkidney,j^ 

ul9523_2299-2851,g1p_cyclohydrolase_i_nmia,_compiete_c^^ 

aU_x05232_1530-1771,inma_forj5tromelysiii 

xl2662imna_936-1398,argmasejgenejBxonaiul_flaiikm Joined_cds)_ 
25 all_x57809_309- 

474,rean:anged_mmunoglobulin_lambda_Hght_cham_i^^ 

x72308_4 1 9-842 ,mq}-3_nima_for_monoc3^e_chemotac1icjrotein-3_ 

y00081cds_293-.588:in_reversesequeiice,_5486-5706,(bsf- 

2/il6)_gene_forJb_cell_stimulatory_factor-2 
30 yl 1306mnm_1993-2395,Jitcf-4__jene_extracted_fe 

Metagene 370 

12097I_3698-3992,phosphodiesterase_iDnia,_complete_cds 
35 u03272_9619-10081,fibrillm-2jnariia,_complete_cds_ 
u07802exon#2_2748-3228,tisl 1 d_gene,_compIete_cds_ 
all_x78565_6971-7512,mma_for_teiiascin-c,J7560bp_ 

Metagene 312 
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d3 1 716_4264-483 1 ,niniajfor . gc box bindig protein,, complete cds 
1144303tJ14430J14430,notJn_gb_record,udp- 
glucose_j5yrophosphorylase_mma,_complete_cds_and_flai^ 
5 u26591_1640- 

2108,clone_islO_diabetes_meUitus_type_ijautoantigen_(w 

u33837_13803-14343,glycoproteiii_receptor _gp330jprecursor,_iiima,_complete_cds_ 
u33880mnia„189- 

240,betaintegrinJsofonnjdjCitgbl)^^ 
10 u62434_1665- 

1787^icotimc_ace<ylcholmejreceptor_alpha5_subumt^ 
alIjK56199_102S-1614jcist, coding sequence_a_irima,Xlocus__dxs399e) 
x60382mma_2717-3149,collOal_gene_for_coUagen_(alpha-lJypejx)_ 
z48520exon#5_l-98:in_j:everaesequence,_154-163^g_ninia_(^^ 

15 

Metagene 114 

hg3928-ht4198_s_at_hg3928-ht4198_surfacantjrotein_sp-al_del^^ 

105597cds_729-1071:in_j:eversesequence,_1307-1499,s«EX)tonin_receptor _gene,„complete_cds 
20 u7618939-355,extB_nima,_i)artid_cds/gb==ni^ 

Metagene 1 10 ^ 

d 1 3705_ 1151-1 722 ,mma jfor_fatty jacids_omega-hydroxy !ase_(cytocliK)m 
25 450hkv),_complete_cds 

dl6105J2703-2979AnmaJfor_leukoc3rte_tyrosineJdnase,_co^^ 

d83017_2365-2810,mma_for_nel-relatedjprotein,__complete_cds 

hg2255-ht2344_f_atjig2255-ht2344j5hosphoribosyljpyiophosphate_sy^ 

hg2797-ht2906_s_atJig2797-ht2906j5lathrin^Ughtj?ol^ 
30 k03 192_566-964,cytochrome_j)-450_nima, ^partial 

ml3058exoirf3_l-372,acidicjpn}line-rich_jirotein_<prh2)^^ 

ml3149_1540-2008Jiistidine-rich_^lycoproteinjQama,_^ 

all_m29335_62-94,mhc_ii_do-alphajnma,jartial_cds,mh 

alljii32879_690-l 129,steroid_l l-beta-hydroxylase_{cypl lbl)jgene,sten)id_l 1-beta- 
35 hydroxylase_(cyp 11 b 1 ) 

m33772inma_69-63 1 ,fast__skeletal_muscle_troponin_cjgene_ 
m55513mma_2274-2767,potassium_chaimel_(hpcnl)jiiraa,_complet^^ 

m62303J726-872,retinoic_acidjreceptor-beta_associated_open_readinfiL-fi^ 
m64269cds_389-718:in_i:eversesequencej^7859-7876pnast_cell_chym 
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m74587iiima_953-1425,msulm- 

lifce jgK)wthJ&ctorJbindmg_j)rotein_(^ 

m83652_932-1457,complement_componentjipperdmj^ 

s77576_3. 

5 60,_eiv9_reverse_traiiscriptase_homolog_{clona_rtl 8} JPiuman,_multipIe_scleix)sis,_braiii__plaqu 
u05012_22(H-2720,receptor_tyrosineJdnase_trkc_(ntrk3)_^^ 
ul 1 862_1 844-2402,clone_hp-dao l_diainine_oxidase,_copper/topa_qumone- 
contammg;jEnnia,_coinplete_cds 

xil2140_3433-3673,tyrosmejkmase_receptorj>145trk-^^^ 
10 ii23850_8177-8697,mositol_l,4,5_trisphosplmte_receptor_^ 
ii24488_2519-3042,tenascm-x_(xa)_mnm,_con^lete_cd^ 
u25771_1383-1821,adp-ribosylation_fiMfccir_i^^ 
u52373_l 8 10-2355,serine/thi:eoniaejdriasejoanb_(nmb)^^ 
u57623exon#l-4_51- 

15 24Q:m_reversesequence» _6798,fatty acid binding proteiiijfabp^ene,_completc cds_ 
u80034_1785- 

2283^itochondrial_intennediatejpeptidase_j)recursor_(mipep)_mm^^ 

ii8 1 599J75 1-1 273 Jhomeodomain_protein_Jioxb 1 3_imna,_coinplete_cds 

u86214_1736-2000,fes-associated_death_domainjprotein_interleukin-lb- 
20 convertiag_eiizymeimia,_complete_ 

u88898_561-757,endogeaousjretroviralJi__protease/integrase- 

derived_orfl_iiima,_complete_cds,_andjputat 

all_x07618_880-1388,mnia_for_cytoclirome^ 

all_x07730_1535'1680,mma_forjprostate_specific_antigen 
25 aU_xl4253_1410-2003,mma_for_cripto_protein_ 

all_x66867_l 864-2066:in_x66867cds#2_3 10,jmax^enejextracted_frommax_geDLe_ 

x94628mnia_952-l 5 10,mecp-2_gene_ 

x99688_3790-4270,mmajfrom_tyl_gene 

aU_y08613j;99-1164,alteniative_3*jatrjof_nup88j^ 
30 z35227cds_385-547:injreversesequence,_l 162-13 1 8,ttf_mma_for_small_j:jprotein 

Memgene 98 

ab0025 59_1 302- 1 746,nima_for_hunc 1 8b2,_complete_cds_ 
35 affl06087_237-777,arp2/3jprotein_complex_subumt_j>20- 
arc_(arc20)_mma,_coinplete_cds/gb=afD06087_/ntyp 

dl0511cds_860-1256:in_reversesequence,_165-243,genejfor_mitochondrial^^ 
coa Ibiolase 

d26308_241-691,imiia for_nadph-flavin_reductase,_complete_cds_ 
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d26598_187-571,innm_forjK)teasome_subumt_hscI0-ii^ 
d3 1764_1478-1982,irmiajforjdaa0064 jene,_complete^^ 
d38(M7_327-825,mnia„forJ26s_pn)teasome_subunit_j>3 1 ,_completejcds_ 
d3875 1_1 539- 1 868:not_in_^bjrecoid,innia_fc)rJdd_(ki^ 
5 like_dna_binding_proteiii)5^coinplete_cds_ 

d43947_6379~6901,mma_forjdaa0100_gene,_complete_cds 
d50645_502-1006,ninia_for_sdf2,_complete_cds 
d85433_109"439,munrl_inma,_sequence/gb=d85433_/ntype=TOa_ 
hg3638-hl3849_s_atJbg3638-ht3849_amyloidj5eta_(a4)jre^^ 
10 j(M444cds_596-944:injreversesequettce,_3590-3740,cytoc^ _geae,_complete_cds_ 
120320cds_605- 

953:in_rcversescquen^(»,_12 1 8,pix>tein_seriii^ 
137042nima_960-I314,caseinJdnase_ijalpha_isofom_(csn^ 
14(M10mma_296-803,thyroidjreceptor_interactor_(trip3)_^ 
15 14 1559nmia_6l-475,pterm-4a-carbmolaminejdehydratase_(p 
m 1 566 1 mma_3-33 8,ribosomal__protein_mma,_coinplete_cds 

ml9483cds_l 1 27- 1 559;mjreverseseqijence,_2 1 62-2204,atp_synthase jDeta^subunit _gene 

m29971_282-750,6-o-methylguanine-^a_metbyltraiisferase_^ 

m55153_2794-3232,tninsglutammase_(tgase)_iim 
20 ii34343_l 10-560,13kd_differentiation-associatedjroteinja(mra,jpa^ 

u43923JS88-1410,transcriptioii_fe<tor_supt4h_inn^ 

u65093_466-838,tnsgl-related jgene(nirgl)_inma,_completejcds_ 

u79262_878-1007,deoxyhyp^lsine_synthase_lnma,_cotnpleteJcds 

u797 1 8_532- 101 2,endonuclease_iii_homolog(octs3) jnnLnia,_complete_cds 
25 all_x90857J2739-3184,mma_for_-14_^ene,_containmg_globin_re 

x94910J333-861:notJn_gb_Tecord,mma_for_eip31_jjrotein 

y08766cds_l 803-1 893 :injreversesequence,j2 1 90-2239,mnm_for_splicmg_fector,_sfl--bo_isofonn 
yl2478_210-750,ninia__for_chd5jroteui_ 

30 Metagene 464 

dl6593_290-812,bdr-2jmim_forjuppocalcm,jcomplete_c^^ 
d88460_1233-1695,nmia_for_n-wasp,_complete_cds_ 
d890 1 6_1 618-211 6,mma_for_neuroblastoma,_complete_cds 
35 hg2280-ht2376_atjig2280-ht2376_d-amrao-acid_oxidase 
hg908-ht908_atjig908-ht908_mg61jprotein 
100635_1029-1437,famesyl-protein_transferasej3eta-subunit_^^ 
134355 J827-96 1 Xclone_j)4)_50 Jkd_dystrophin-associated_glycoproteinj^ 
136818jJ098-4608Xclone_51c«3)_51cjprotein_inrna,_complet^^ 
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144140exott^61-62_44- 

22 1 :not_in_j;b_record5^dnl 1 ljgene_extracted_fix)mdhromosome_x_region_^ 
iii38258_2000-2486^tinoicjacid_receptor ^mmatnnia,_complete_cds_ 
m77348mnia_1757-1786,pmelmma,_completejcds_ 
5 m92432_3098-3566,retmal _guanylyl_c^clase_(retgc)jtimia,_coraplete_cds 
m96759mma_783-1299,rod_outer_segment_membranejrotein{rom 
3,_complete__cds 
aU_s58733_264- 

357,jp52=bj5m[iphocyte_signal_traiisduction__ge^ 
10 uO7418J20(M-2454,chiajnismatch_repak_(Iimlhl)_iimi^^ 

u37529_556-1030,substancejp_beta-ppt-a_nmxa,_complete_cds 

1x43 177exoB#l_62-464,urocortin_jgene,jcomplete_^ 

u49928_2513-3035,takljbindmgjpiotein(tabl)_mraa^^ 

u62966_2137-2635^a+/nucleoside_cottansporter_(hcntla)jiiim 
15 u68536_1918-2410,zincjHngerjroteia_mma,_complete__cds 

u71087_l 092-1 126,mapJdnaseJdnase_mek5b_mma,_complete_cds 

u923 14_840- 1415 ,hydroxysteroid_sulfotransferase_sult2b 1 a_(hsst2)_mnia,_complete_cds, 

alljK06256_368 1-41 80»nima_for JBibronectmjreceptor^alpha^ubunit^ 

all_xl3589_2395-2936,iiimaJfor_aix>matase_(estrogen^ 
20 aU_x54871_1059-1612,mma_forjcas-relatedji^ 

dl_x86681_1848-2257j,iium_for_imcleolar^ 

alljx94453J2396-2907,mnm_forjpyrroIine_5-c»^ 

Metagene 360 

25 

d28137_395-743,mma_forJbst-2,_complete_cds 

j04 1 64_366-804,mterferon-induciblejprotein_27-sepjtnma,_^ 

122342_672-8 1 O^uclear_phosphoprotem_niixia,_complete_cds_ 

ml3755mma_33-591,interferon-induced_17-kda/15-kda_piotei^^^ 
30 m3 1 724mmaJ2694-3 1 68,phosphotyrosyl-pK)teinjphospIiatase_(p^- lb) jnma,_complete_cds 

m62505_l 952-2240,c5a_anaphylatoxm_receptor_mma,_complete^^ 

ul2255_905-1391,igg_fcjreceptorjifcmjtnma,jco 

u50648mma_22 1 1-275 1 ,inteiferon-mducible_ma-dependentj3rotei^^^ 

u72882jl48-1009,interferon-inducedjeucme_zipperjprotem_^^ 
35 u95006_l 1 4-654 ,d9_spUce_variantjajmrna,jcomplete_cds 

X0037 1 mma_495- 1 Oil ,myoglobin_gene_(exon_l )_(and Joined_cds) 

aU_x02874_1063-1298,mma_for_(2'-5')_oIigo_a_synthe1ase_eJl,6_^^ 

aUjx02875_158-628,mma_(3'_-fragment)_for_(2'_-5'J_oligo_^^ 
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alljx57351_294-891,l-8d^enejfrom_intofer0n-mducible_^ 
8dLgene_fix)m__mterfbron-induoib 

x79882cds_2116-2656:injreveraesequence,J2773,lipja^ 
x85116jrnal_s„atx85116_x85116^otJii __gbjreconi,epb72 _gene_exon_l_ 

5 

Metagene 335 

k02882cds_660-1098,_ighd^ene_(immmoglobulin_delta- 
chain)jex1racted_fromgOTnline_igd_cham_gei^^ 
10 m61 199_1227-1689,cleavage_signalprotem_imna,_camplete_c^ 

Metagene 328 

d25274_727-l 177,randomlyj5equenced_mma 
15 d49396_948-1446,mmajfor_apol(mer5(aopl-mouse)-like_j)rotem^ 

10473 l_13654-14152,translocation_t{4:l l)_of.all-l _gene_to_chix)mosome_4 

12508 1_595- 101 5,gtpase_(rhoc) jtnma,_complete_cds_ 

in22538J286-778,nuclear-encoded__mitochondrial_nadh- 

ubiquinone_reductase_24kd_subumtjmrna,_complete_c 
20 m31951exon#2_671-1061:in_reveraesequence,_6169,pe!ifori^^ 

m63 1 38inma_1545-2007,catiiepsin_dj(catd)__gene_ 

s65738_1061-1373,_actin_depolymerizmg_fectorjlium 

u09848J2904-3474,2inc_finger_protem_(2aifl39)_iira 

u43901mma#l_429- 
25 557,37_kd_lammm_receptor_j)recursor/p40_iibosome_associatedjprote^ 

u83908cds_941-1295:in_reversesequence,_1589-1649,nuclear_antigenji731jm^ 

u90878_693- 1 179,lim_domainjprotein_clp-36_nima,_completejcds. 

u90902_939-1407,clone_23612jnDma_sequeace 

u94855_696-1176,1ranslationJm^ationjfector47j£da_subuni 
30 aUjxl6416jJ998-5497,c-abLninia_encoding^l50jprotein 

an_x5 1466_2702'-3057,nima_for_elongation_fector_2 

x70218J771-1203,Jisapiens_mnia_forjpro^^ 

alljx74929„1365-1706,krt8jtnnia_forjcerati^^ 

aUx76228_677-1242,nMiiajfor_vacuoIarJli+_atpase_e_subiinit 
35 x78 136cds_688-1060:in_reversesequeiice,_l 130-1244,himip-e2__nima 

x82207cds_876-1098:in_reversesequence,_1166-1412,mma_forj5eta-cento^ 

y08999cds_583-1045;m_reversesequence,_l 132,inma_for_sop2p-Uke_protein_ 

alljzl4000_958-1463,ringl_gene_ 

all__z49835_1354- 1 805,inma_forjprotein_disulfide_isomerase 
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Metage&e213 

hg4321-ht4591_atj[ig4321-ht4591_almak--related_sequence 
5 j04449_2290-2776Xclone_iif_10)_cytoclm)me_j)~450_ttifedipine_oxid^ 
j05459mnm_695-1187,gluta&ione_transferasejaa3_(gstm3)_i^ 
117325_73-451,pre-t/nk_ceU_associatedjprotein_(ldl2a2)jn^ 
132 1 64_630-l 1 58,zmc_finger_proteiii_mma,_3'_end 
ml 67 14exon#8_627-747,mhcJLdivergent_lymphocy^^^ 
10 aU_iii37457J334-371^a+,lcf_#name?_catalytic^^ 
iii_isofomi_gene^+4c^jtoame?_catalytic_^ 
all_m86808_2578-2977,pymvatc_ddiydK>geiMise_coinpl^ 
all_x58723_1862-2(M9paaidrl_(miiltidmgjresistance)_^ 
x92368nima_5695-6187,ncxl _^ene_(exon_l)/gb«x92368_/Btype^=dim_/aimo 

15 

Metagene 92 

dl4826_834-l 1 63,mrna_forjicrenij(cyclic_amp- 
iesponsive_element_modulator)_typeprotein,_comptete_cds 

20 hg2S9Uba6S7_s_atJig2591-ha687jransc^^ 

ul3696cds_2138-2563:iM_revOTesequence,_2600- 
2669,homolog_o0^east_mud_(hpms2)_^ette,_<x)iiiplet^^ 
u60269cds#3_237-447:mjPeversesequence,_1593-1737,endogenousjretK)v^ 
k(hml6)jprovual_clone_ 

25 x84740innia__2847"3309,mma_for_dnajigase Jii_ 

yl0275cds_363--633:mjreversesequence,_880-i060,nmiajFoM^^^ 

Metagene 64 

30 hg2702-ht2798_r_atjig2702-ht2798_serine/threonmej^ 
s79781ninia_31- 

169,_ml_{antisensej>iomoter,Jntron_l}_[human,^^ 

x54162iiinia_3362-3818,nima_for_a_64Jcdjautoan^ 

ocular_muscle_ 

35 x61 1 1 8nima_1457- 195 5, J1:g-2a_genejextracted_fromttg- 
2_iimia_for_a_cysteme_rich_protein_with_lim_moti 
yl3896jt-179,skeletaLmuscle_altemate_5*_end_of^eneJd^ 

Metagene 45 
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d38163_3 1 17-3661 ,nima_for_al(xix)_conagen_cham,_complete^ 
alljx03066_787-1268,iimia_for_hla-d_iijantige^^ 
xl4766mma_1363-1711jiximaJfor_gaba-a_receptor,_alphasubu^ 
5 x76104cds_41 13-4257:in_reversesequence,_4629-4827,dap-kmasejtimia_ 
234974cds_1816-2144:mjreversesequence,_2439-2515,nima_^^ 

Metagene 447 

10 af006084_935-1277,aip2/3jiotein_complex_subiiiiit_p4 
arc_(aix:41)_mma,_completejcds/gb=a£006084_/nty 
d00017jB51-13 19,lipoc»itin_iijaania_ 

d26129__l 145- 1 577,mma_forjtibonuclease_a_(raase_a),_compl^^ 
d42043_2329-2863,i!ima_for_kiaa0084_gene,jpartial_cds_ 

IS d87292_572- 1052,mraa_for jrhodanese,jcomplete_cds_ 

d88 1 52_208 l-2639,nima_for acetyl-coeiizyme_a_traasporter,_complet€_cds 

j04456_3 1 -469,_humankd_lectin_nima,_complete_cds 

1 1 3720_1 860-2436,giiowtii-anTest-specific_j>rotein_(gas)_inn3a, jcomplete_cds 

125080_1212-1692,gtp-bindingjrotein_(rhoa)_imiia,_complete_c^ 

20 133075_6978-7530,ras _^ase-activating-likejpiotein_(iqg^l)_jia^ 
140379mma_181-541,thyroidji»ceptor_interactor_(1r^^ 
141147iiiim_1383-1959,5-ht6_serotoiim_receptor^^ 
ml3450_636-1020,esterase_d_innia,_3'_end 
all m 1433 8_2740-328 1 ,mma_for jrotein_sjand_intron_ 

25 all_ml4949_1905-2423,r-ras^ene 

m23294mttia#l_1219-1651,beta-hexosaminidasej5eta-subvmit_(h^ 
in26576exonj^3-289:not_in_gb_record,_col4al_gene_(alpha-- 
lJype_ivjcollagen)_extracted_fi:omalpha-l_col 
m27492_4336-4864,mterleukinreceptor_mrna,_compIete^ 

30 m28713exonj536-1052,nadh-cytochromejb5jreductase_^^ 
m33680_879-1431,26-kda_ceU_suifecejpn)tem_tepa-ljinn^ 
m36341_912-1458,adp-ribosylationjractor(arf4)_mma,_^ 
m63256_1975-2497^jor3rojpaianeoplastic_anligen_(cdr2)_i^ 
m64571inma_4553-493 1 ,microtubuIe-associatedjproteiimuiia,_compIete_cds_ 

35 m76378mma_1294-1768,cysteine-richjprotem_(cq) 

nx82809_1465- 191 5,aimexin_iv_(anx4)_inrna,_complete_cds 
m83751_539-1013,argmine-richjpK)tein_(aip)jgene,_complete__cds_ 
u01691irraa_1257-1743,annexin_v_(anx5)_gene,_5*_-untrans^ 
u02570_2792-3290,cdc42_g1pase-activatin^rotem_i^ 
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u44378_2091- ' 

26554iomo2ygous_delelion_target_injpancreatic_can5i^^ 
u46006_14(>-620,smoothjmiiscle_limjprotein_(h-- 
smlim)_nmia,_complete_cds/gb=ni46006_/ntype=^ 
5 u46499_atju46499ju46499,notJb_j[b_record,microsom 
_sequenc 

u93205_588-1020^uclear_cMoiide_ion_channeljprotem_(ncc27)_ir^ 
x04412cds_2(M7-2365:injreversesequence,_2421-2529,tnnm_^^ 
all_x0561 OlI 701-2098,nima_for_type_iv_collagen_alpha_-2_chai^ 
10 all_x07979_3223-3596,iiiriia_forjfibronectm_^ 

aU_x54304_391-878,inrna_for_myosinjtTegulatoiy_U 

y00433cds_233-58 1 :inreversesequence,j905- 

1 1 09,tiraia_for^lutatiuone j5eroxidase_(ec_l , 1 1 ■ 1 .9.)_ 

15 Metagene 70 

u02687_2874-3312,growth_factorjrec^tor_tyrosmejd^ 
u79271__596-l 130,clones_23920_and_23921 jamia_sequesnce_ 

• » 

20 Metagene 191 

hg3415-hf3598_atJig3415-ht3598jpoUoviimjTOeptor_ 

j00124exon#8_14-227:not_in_gbjrecord,50Jcda_type_ijepide^ 

all l00205 358-5034c6b_(epidermalJ<:eratin,_type_ii)_gene_ 
25 135594mma_3002-3 178,autotaxin_mma, complete_cds 

14261 l_1374-1954,keratiiiisoform_k6e_(krt6e)jnmia,_complete^^ 

m 1 4676_1 864-2332,src-like_kinase_(slk)_2nrna,_complete_cds 

m95585mim_3253-3805,hq)atic_leukemk_fector_(hlQ_iim 

u41518_1761-2253,channeWikejuategraljtnembranej 
30 2344,_parlial_cds 

u77 1 80_55-5 1 1 ,macrophage_in£lanimato]y_pn>tembeta_(mip-3beta)_i^ 

aIljK:06182jl474-5069,c-kitjroto-oncogenejainia_ 

x61 123iama_1212--1608,btgl_ixima_ 

35 Metagene 27 

ac002073cds#l_507-759:in_reversesequence,_23812- 
240 1 0,_wugsc:dj5 1 5nl .2_genejextracted_frompac_clone_ 
hg3345«hOS22 at hg3345-ht3522jpou domain-contaming protem 
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B7036exon#2_29-92:iajrevereesequence,_1754-1971,neutrophU-activato 
78)_^ene,_com 

ml5 169inma#l_17(M-1950:mjrevei^esequenw^^ 
adrenergic_recqptor_inma,_complete_cds 
5 m25756_1777-2287,secretogranin_ii_gene,_complete_cds_ 

in28983_l 823-2369,interleukinalpha_(il_l)_xnma,_complete_cds 
m33317inma_1158-1693,c34ochrome_p450ua4_(cyp2a4)_mma,_compl^^^ 
m62486exon_17-359:not_in_^b_record,c4b-bindmgjprotein _gene_ 
u66580cds_5 10-1026:mjreversesequence,_1075-1081 .putative _j jprotein- 
10 coupledj:eceptor_(gpr2 l)jgene,_c 

u79242_l(M3-1589,clone_23560_nmia_sequence_ 
an_x02404_227- 

750,mrna_£ragment_for_second_calcitoiun_gm^ 
x55005mma_2002-2230,c-erba-l_ninm_for_thyroid_hormonej^^ 
15 x77533cds_982-1390:mjreversesequence,_1532-1544,mrna_forjactiv^^ 
aU_zll933_1730-1942,mma_for_n-oct_3,_n-oct5a,_and_n-oct^^ 

Metagene 444 

20 aroi4958_1175-1619,chemokmejreceptorjx_(ckrx)jtnm^^^ 
dl 6688_876- 1448,ltg9/inUt3_mma,_c-teitmn 
d29956j3758-4328.mmajforjdaa0055 jgene,_complete_cds 
d3 1 888_4700-5 1 86.mnmforjdaa007 1 jgene, jartialjcds^ 
d3 8037_292-826,mma_for_fk506-binding jrotein^l 2kda_(>fk^ 

25 d63 135mma_3 l-499,inraa_for_ets-like_30_kdajproteiii/gt^^ 
d79987_61 09-6523 ,mma_forjkiaa0 1 65_gene,_complete_cds 
d86957_3869-4265,mrna_for_kiaa0202_gene,_j)artial__cds_ 
d8 82 1 3_2085-248 1 ,mma_for_retma-specific_amine_oxidase,_coniplete_cds 
hg2383-ht4824_s_atJig2383-ht4824_cystathioninej3eta_syntha^^^ 

30 hg25930-ht26386_atJig25930-ht26386_estnidiol_17-beta_Sehydrogenase 
hg2841-ht2968_s_atjig2841-ht2968_albumm,_altsplice_l 
hg2987-ht3136_s_atJig2987-ht3136_vasoactiveJbtestmaljp€^^ 
hg3264-hl3441_at_hg3264-ht3441_af-6 

hg4027-ht4297_f^at_hg4027-ht4297_beta-l-glycoprotein,_domains_n_and_m^ 
35 hg4390-ht4660_atjig4390-ht4660jdbosomaljrotem_118ajiomolog 

106133_7979-8435,putative_cu++-transportmg_p-type_atpase_inma5_compl^^^ 
allJ08904_1372-1667,h2kJbmding_factor(kbf2)_mma,_com 
1 1 2468_3246-3780jammopeptidase_a_inrna»_complete_cds 
114812_3349-3936^etmoblastoinajrelatedjprotein_(pl07)jaama,_co 
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120826_3074-3572,i-plas1in_iimia,jcoinplete_cds 
122569_1685-2243,cathepsmj5_mnia,_3'_ufr^^ 
loop_slractui»_providingjaMim_ste^ 

139060mma_1037-1547,transcription_factor_sll_mma,_comple^ 
5 ml 1025mina_783-1263,asialoglycoprotem_receptor_h2_nima,_complete^^ 
ml7252mnia_934- 1 198,cytochrome_p450c2 1 jmnia,_3'_end 
aU_m24364_^1059- 

1435;aihc_iijlymphocyte_antigen_dqb_iimia,_complete_^ 

m29581_1469-1853,zmc-fingerj)rotein(zj^8)_mma,_^ 
10 m57464_3899-4439,ret_proto-oncogenejnania,_comp 

m63962imna_2985-3507,gastricji,k-a^ase_catalytic_subuiiit_^ 

m74525_2002-2536JUir6bj^east_radhomologue)_ixm 

m87860cds_25-331:in_reversesequence,_176-212,s-lac_lectin_l-14-^^ 

m89955cds_635-1085:injrevei«esequence,_1391-1439,5-htld- 
15 typejserotonm_receptorjgene,jcomplete_cds 

s48983cds_36-282:in_reversesequence,_204- 

408,_saa4=senmi_amyloid_a_|>uman,__genomic,_858_ntse^ 

s59 1 84_2487-2979, jryfc=relatedjto_receptorjtyrosine JdnaseJ^ 

s61953„516-798,_c. 
20 erbb3=rec^tor_tyi:osmeJdnase_{altOTatively_spUced}Jta 

ul681 l_1491-2034,bakjtiirna,jcomplete_cds 

alljal8914_2694-3199,19.8Jkdajrotem_innia^ 

u2875835-626^dajreceptor_sublype_2b_subunit_(gri^ 

u40215_1479-2049,synapsm_iib_mnia,_completej:ds_ 
25 u40763_225 1 -2803,clk-assbciated_re_cyclophilin_cars-cyp_mma,_complete_cds_ 

u43286_l 633-2 1 55,selenophosphate_syn1iietase(sps2) jtimia,_coinplete_cds 

u44848_7- 1 87,nuclearjrespiratory_factor(iirfl)_nima,_3Lutr/gb=^ 

u48807_l 652-2 1 56,mapjkmase jhosphatase_(mlq)-2) jtnma,_complete_c^ 

u49974cdsj444- 
30 1017,marinei2_tansposable_element^completejDOii^ 

u52518_399-825,gib2-related_adaptor_pix)tem_(grap)_n^ 

u71092cds_954-n58:mj»ve!Sesequence,_1611-1767,somatoste^ 

likejprotein_(slcl)_jene,_com 

u79257_952-1432,clone_23932_nima_sequence 
35 u88666_3 1 13-3653,seriiieJdiiase_srpk2jtnma,jcompte^ 

alLu90552_3170- 

3242,butyrophilin_(btf5)_mma,_complete_cds,butyro 

u90912_1074-1584,cloneJ23865_mma__sequeiice_ 

u94332_761-1331,osteoprotegerin_(opg)_mma,_complete_cds. 
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an_x06268_1159-1337,nmia_forjro-alpha(ii)jcollagen_3|jend_^^ 
tenninaljtion- 

aM_xl3956_694-l 163,12s jcm_inducedJby_poty{riX 
xl5954mma_729-1240^bpl_gene,_ex(in(andjoined__cds) 
5 X 1 6707cds_379-733 :in_reversesequence,_869-923,j6ra- l^mma 

xl 7360inma_4536-5034,hox_5 . l_gene_for_hox__5 . l_protein_ ^ 

all_x63575_3903-4466,mraajforj)lasma_membranejc^^ 

aU_x64838_5256-5833,nama_for_restm_ 

x66171cds_341-623:mjreversesequence,_892-1108,cmrC5_nmia,_co 
10 aILx77383_1094-1599,iiima_for_ca1h€psin-o 

x78031_l 1 13-1629,alpha-l,_3-fucosyltransfeiMe_mma 

alljx95289j!l8-625,mmajror_hcgixj;>ix>teiii_ 

yll651cdsJ750-960:in_reversesequence,_1250-1466,inmajforjpho 

15 Metagene 369 

d86966_449 1-503 1 ,inmajfor_kiaa02 1 l^ene,_complete_cds 
d87074_6650-7184,niraa_forjkiaa0237jgene,jcompletejcds 
hgl862-htl897_at_hgl862-htl897_caImodiilin_type_i_ 

20 hg825-ht825_at_hg825rht825__guaiimejmcleotide-bindm 

108424_1124-15863achaete_scwtejiomologousjpn)tein_(ashl)_m^ 
123 1 16_3296-3644,galactocerebrosidase_(galc)jmma,_complete_^ 
m34715iiMna_1750-2206,pregnancy-specificJjeta-l-glycoprotei^^ 
m57423_485-1016,phosphoribosylpyix)phosphate_syntiietase_subumt^^ 

25 m80359_2409-2835,prote!njp78_mma,_complete_cds 
s69370j234~ 

761,jpax3b=transcription_factor_{alteraatively_spliced}_[human,_^^ 
u25750_3002-3380,chromosome_17q2 l_mma_clone_1046: 1-1 
u35139_l 1 1 l-1507,necdmjrelatedjproteinjoama,_TO 
30 u39447_3452-3980,placentajcopperjDaonamine_oxidase_ni^^ 
u42390_8359-8863,trioj3iiiia,_complete_cds 
u82130_l 1 51-1451,tumor_suscepta)li1yjproteinj(tsgl01)jnm 
x53793cds_873- 

1227,ade2hljnmm_showing_homologies_tojsaicar_synthetase_an^ 
35 x54150mma_978-1530,inma_for_fc_receptor_ 

x63422cds_305-46 1 :in_reversesequejnice,_688-9 1 6,nima_for_delta- 

subunit_of_mitoc^oiidrial_fl fO_atp-synth 

all_x63546_726 1 -7856,mma_for_tre_oncogene_(clone_2 10)_ 

all_z25535_4922-5463,inmajfor_nuclearjore_complexjrotei^^ 
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Metagene 441 

dl6350_1280-1826,sajaimajfor_sa_genejproduct,_complete_cds_ 
5 d38073JZ590-3022,mma_for_hrlf_beta_subumt_(pl02jrotem^^ 
d634813350-4890,mma_forjkiaa0147_^ene,_j)aitial_c^^ 
142373mma_2651-3071,pK>temjphospliatase_2aj356-alph^ 
m29277_2335. 

290 1 ,isolate_juso_nmcl 8_glycoprotem_nmia_(3*jvariant),jMM^ 
10 in34458inma_1900-2463,laminJbMnMna,_TO 

ii33286_2642O092,chn)mosome_segregation_geneJhiamolog_casjtn^ 

ii37426j4269'48 15 Aanesiii-likejspindle_j>rot^ 

u53204_14286- 1472 1 ,plectm_(plecl)_nima,_coinplete_cds 

u568 1 6_1376- 1 838 Jdnase_myt l_(mytl)_jnnia,_complete_cds. 
15 u73843_1356-1860jepitheUal-specificJxanscriptioa_factorjBse-lbj(e 

aU_x74331_1801-2288,mma_for_dnajprimase_(subumtjp58) 

dl_x99459_l 5 16- 1799,iiuna_for_sigma_3bjprotein_ 

y00486iimia_252- 

786,_adeiime_phosphoribosyltraiisferase_(aprt)jgene_exti^ 
20 all_z22555_2041-25 1 6,encodingjcla-l jmma_ 

z37986cds_409-631:mjreversesequencej^826-1000,mmajfor_pte 

Metagene 407 

25 d28539jt017-4549,mma_for_metabotropicglutamatejrecqptor^^ 
d83 1 95cds_448-802:iii_reverseseq[uence,_3957- 
3963,dnasel jgene_for_deoxyribonuclease_i,_complete__cds_ 
m21665mma_1535-1621,beta-myosm_heayy_chain_mma,_3*_en 
m32315_3202-3604,tumor_necrosis_factorjfeceptor_ii^ 

30 z70295exon#2-3_7-252:not_in _gb_record,gcap-ii_gene 

Metagene 390 

d88795_13-379,mma_for_cadherin,jpartial_cds/gb^d88795Jn<^ 
35 d88797_49-379,mma_for_cadherin,jartial_cds/gb-d88797_/ntype^ 
hg273-ht273_s_at_hg273-ht273Jymphocyte__antigen_hIa-g3_ 
hg3454-ht3647_atJig3454-ht3647_zinc_fingerjprotein_. 
hg644-ht644_at Jig644-ht644 Jbistone Jil . 1 

13525 lmma_801-128 1 ,extracelIuIar_nDiatrixjpix)tem_(nifap3)_gene,_complete_cds 
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aU_mll437_1562- 

2440,Jmg_^ene_(kiiimpgenLextmcted_fiT>ii^ 
ij28727J7835-8357,pregiiaQcy-assodatedjlasmajrotein- 
ajpreproform_(pappa)_nuiia,_complete__cds_ 
5 u43279_3409-3955^ucleoporin_nup_36_mma,_complete_cds/gb===ni43279^^ 
x05615cds_7824-8238:in_reversesequence,_8327-8423,nmia_for_^ 
x5 1 823cds_5-34,mnia_for_b- 

subiinit_of^coagulation_factorjxiii_(ficiiib)_(par^ 1 823_/ntype=ma 

x82279exon_54-.169,fes,japo- 
10 l^ene_(pjx)moter_and_exQnJi)/gb=x82279_/n^e==dna_/aim 

Metagene 254 

d281 18_1807-2263;mnm_for_dbl,_complete_cds 
15 d45370nmia_13- 

337,apm2jiima_for_gs2374 (unknownj)K)duct_specific_^^ 

hg2465-ixt487 1_at_hg2465-ht487 l_dna-bmdmg_protein_ap-2,_altsplice_3_ 

in3 1 682mma_2 1 30-2526,testi(ndar_inWbinJbeta-b-subunit_^ 

m86933_220. 
20 681,amelogenm_(amely)_mnia,_complete_c<^ 

ii28249_919-1405,llkdjprotein_mrna,_complete_cds 

u6803 1_91-301 ,g_protem- 

coiipled_receptor_(strl22)_imna,jaltenia1ively_splw 
x76732cds_975-122 1 :m_j-eversesequenc5e,_1464- 
25 1518 :not_m_j;b jrecord,nefe jrotemjmma,_complete_ 

Metagene 399 

d87328_5900-64(M,mmaJForJics,jcompletejcds 
30 j05096mma_5006-5456»na,k-a1pase_subiuut_alpha(atpl a2)_gene,_complete_cds 
reverseJ76568_3 1050- 

3 1356,_s26_fromexcision_aiidjcross Jink_repair^ 
all_u67092_1093-1868:not_m_gb__recoi:d,ataxia- 
telangiectasia locus protein (atm ) j; ene. exons la. lb,_ 
35 all_xl3227_1080~1567,mma_for_d-anaiino_acid__oxidase_(ec_1.4.3.3) 
x597 1 0cds_75-5 85 :m_reversesequence,_7 14,inma_for_caat- 
box_dnajbindingjprotem_subunit_b__(nf-yb) 

x64559cds_202-580:injreversesequeuce,j679-823,nimaJforJ:etiOTectin 
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Metagene 275 

j04168_1867-2263,leukosidin_nirna,_complete_cds 
1055 15_2 108-2594,campjrespoiise_element-bindingjprotem_(c^ 
5 109 190mma_6480-6930,tiichohyalm_(trhy)_gene,_complete_cds_ 
in26602_181-4695defensinproteinjtnma, complete_c<is_ 
u79245__l 139- 1 54 1 ,clone_23586jtiinia_sequence_ 
u82668inma#2_1298- 

1820,_shox_gene_(shoxb)_extractedJ5roinshox_^ene,_altema^^ 
10 zl8954exoirfl-4_126-240;m:jeversesequence,_246-264,mma_fo^ 

Metagene 268 

d63483J2777-3304,mma_forJdaa0149_^ene,_complete_cds 
15 1045 10_2769-3285,nucleotidejbindingjprotem_nirna,_complete_^ 

m25322mma_2577-30395granule_membrane_protem-140_inma,_com 
s76978_29-224,_prostate- 

specific_membrane_antigen_{alteraatively_spliced}Jhuman,ji^ 
u33429J2481-2994,k+_chaimelJbetasubumt_mm^ 

20 

Metagene 250 

d0D760_277-781,inma_forjproteasome_subimit_lic3_ 
dl4710_1298-1808,inma_for_atp_synthase_alphaj5ubunit,jcomplet^^ 

25 dl 5057__162-576,mma_for_dad- 1 ,_coinpIete_cds 

d78151_2321-2825,inrnaJfor26sjproteasome_subimitjp97,_complete_^ 
d78275_959- 1511 ,mma_forjpioteasome_subunitjp42,_coinplete_cds 
hgl 1 12-htl 1 12_at_hgl 1 12-htl 1 12_ras-like_protein_tc4 
hg2855-ht2995_atJig2855-ht2995Jieat_shockjprotein,J?0J^ 

30 hg3214-ht3391_atJhg3214-ht3391_metallopanstimulm_ 

j02683inma_629- 1 066,adp/atp_canier jrotelnjmma,_complete_cds_ 

j02902inraa_1694-2156,pn>temjphosphatase_2ajr6gulatoryjBU^ 

pr65)_innia,_comp 

j04 1 73_1 114-1 648,phosphoglycerate_mutas6_0pgani-b) jtnma,_completejc^ 
35 j04973mma_1023-1485,cytochromejbc-l_complex_core_proteia_u^ 
103532_1898-2372,m4_protein_mnia,_coinplete_cds_ 

107633_396-870,(clone_1950.2)_mterferon-gaimnajef.ssp_51 1 l_mma,_complete_cds 
126247_13 l-617,suilisol_mma,jconiplete_cds 
141351nmm_1269-1695,piostasmjtmna,_complete_cds_ 
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176159inma_471-957,frgl_mma,_.complete_cd8 
ml7733mnm_13-505,fliymosmj5eta-4_iim 
m38690_584-l 106,cd9_mtigen_mnia,jcompletejDds_ 
m55265inma_1612-2116,casemjdnase_ii_alpha_subum 
5 m57730mrna_975- 1437,b61 jmnia,_complete_cds_ 

m63488_1834-2344,repUcation_protein_aJ70kda_subimit^^ 
m9365 1__1973-25 1 9,set_genfe,_complete_cds 
s80343_1609-2077,_argrs=arginyl-tma_syttthetase_|>uman,_ato 
lymphobl 

10 u03 100_2985-3501 ,alplia2(e)-cateiim_0ima,jcomplet^^^ 
u06155cdsjt3- 

495,chromosome_lq_subtelomOTC_sequencejdl^^ 

ul 5008_25-433,snmp_core_j)rotein_sm_d2_innia^^ 
■ ul8919j408-948,chromosome_17ql2-21_nirna,jclone_j>ov-2,jaiti 
15 u25849mma_l7l7-2137,red_cell- 

type_lowjmoIecular_weight_acidjhosphatase_(acpl)_gene,_5'^^ 

ii30825_528- 1 0 1 4,splicing_factor_sip30c_mnia,_complete_cds 

u32944_l 62-540,cytoplasmic jdynein_light jchain(hdlc l)_mma,_comp^ 

113 8846_1294- 1 732,stimiJator_oOar_niaJjinding_(srb)_iimia,_comp 
20 u39317_16-484,e2juibiquitm_conjugatmgjBn2y^ 

u5 1 678_276-756,smaU_acidic jK)tein_iiama,_comple^ 

u52427imna_239-773;niajpolymerase_ii_seveath_^^ _j;eae,_complete_cds. 

u60276_645-l 191,hasna4jinma,_c(mq)lete_cds_ 

u735 14_376-892,short-chain_alcohoLdehydrogenase_(xh98g2)_iim 
25 u73824J3202-3766,p97_mrtta,_complete_cds 

u77396_at.u77396_u77396,not_m _gb_record,tof-. 

alpha_inducible_respoiisive_element_mma,_complete_cds 

X0035 lcds_855"l 065 :in_reversesequence,_l 1 54- 1 376,mma_forJbeta-actiii 

anjjcl5183_2479-2894,iimiajfer_90-kdajieat-shook^ 
30 aU_x53331_31-590,mma_forjtnatrix _^la_protem 

aU_x57206_3916-4487,iiima_for_ld-myo-mositol-trisphospto 

x57959ods_264-7 14,mmaJfor jribosoiiMd._protein_17 

x60036cds_683-1037:m_reversesequence,_1163- 

1 223,irma_for jcnitochondrid jhosphate_cam 
35 x63563cds_3 176-3500,iiima_forjmajpolymei:ase_ii_140 Jcda^subum 

x75091cds_300-653:in_reversesequence,_848-892,iBraa_for_Ua-dr_^ 

aU__x818 17_933-1240,bap3 l_mnia_ 

x832 1 8cds_2 1 5-539,mma_for_atp_syntiiase 

all_x96752_1367-1818,mmajFor_l-3-hydroxyacyl-coajdehydrogenase 
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yl271 l_336-864,mnm_for_putativejrogesten)nej3m 
z35402mnm_3912-4402,gene_encoding_e-cadhettn,_exoi^ Joined_cds 
z50853cds_556-802:inj:eversesequence,_833-1001,inma_for_^^ 

5 Metagene 67 

hg2171-ht2241_atJig2171-ht2241_12-lipoxygenase_ 

m97347_1499-2060,beta- 1 ,6-n-acetylglucosainmyltraiisfeme_mma,_complete^ 
u46116nima_5907-6477,Teceptorjtyrosinejphosphatase^ 
10 aUju83600„202- 

527,dea1h_doinamj«ceptor(ddr3)jimTia,_alte^ 
aUjK95715_1306-1901,im!iaJforjanfhr^ 

Metagene 293 

15 

102320_1463- 1 997,radixin_nima,_complete_cds 

m86868_l 1 89-1585,gamma_ainmo_butyric_acid_(gaba__rho2) _gene_nmia,_complete_cds 
Metagene 448 

20 

ab000449_1091-1607,ninia_for_vikl,_coinplete_cds_ 
dl4689_6077-6557,nmiajror_kiaa0023_gene,_complete_cds 
x55668mma_550-940,ninia_forjprotemase_3_ 
all_x75917_1064-1602,inma_for_fetaljbeta-inhcjbm 

25 

Metagene 127 

I24470_1905-2403,prostanoid_§)_receptor_nmia,_complete_cds 
alljDi36089JZ244-2797,dna-rqpakjprotem_(xixx^ 
30 m74 1 61 J2469-299 1 ,inositol_jjolyphosphate_5-phosphatase_(5ptase)jDama,_3*^^ 
s57235_1085- 

1664,jod68— I lOkdajbrammenAianejglycopfOteinJ^ 
u48231exon#2_1478-2015,bradyldmnjjl_recq)tor_(bdfcrbl)_^ 
x5 1 630mma_2403-2955:mj:eversesequence,_2961- 
35 2979,wibns_tumor_wtl_mrna_for_2inc_fmgerjprotein>_k^ 

x98261cds_121-352:m_reversesequence,_388-583,tnma_for_m-phasejph^ 

Metagene 134 
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hg4128-ht4398_atJig4128-ht4398_amon_exchanger_3,_car*^ 
j03934_l 835-2371 , Jiuman, jQad(p)h:mraadione_oxidoredactasejEiuna,_com 
100634_734- 1 246,&mesyl~protem_transferase_alpha-subiuut_ni^ 
1097 1 7mma_l 316-1 778,lysosomal jtnembrane^lycoprotein- 
5 2_(lamp2)_gene,_5*_end_and_flaiikmgjregion 

110413_1331-1589,famesyltransferase_alpha-subuiiit_mma,_complete_cds 
120852_2574-3 1 504eukemia_vims_receptor(glvr2)_nima,_complete_cds 
137199_977-1313Xclone_cd24-l)Jiim1ington_disease_candidate_region_n^ 
142025mnia_1988-2504,cellidarjco-fiu5tor_(rab)^^ 
10 m23 1 14mma_3623-4085,calcium-aQ)ase_0jkl)_mma,_complete_cds 
m55150mma_978-1422,fiimaiylacetoacetate_hydK>lasejt^ 
m9 1 592_197 l-2325,zinc^fingerjproteinj(2raP76)_^eae, j>arti 
s82447_42-397,_jgcii5- 

like_l=gcn5_homolog/putative_regulator_ofJranscriptiOT 
15 ul 0324J2934.3444^uclear_factor_iif90jtnma,_complete^ 
u24 1 69_723- 1 1 97 Jtv-l_(jtv-l)_mma,_complete_cds_ 
u241 83 J2457-303 1 ,phosphofiiictokinase_(pfkm)_inma,_complete_cds_ 

u2909 1_960- 1 368,selemiun-bmdingj3rotem_(hsbp)_mma,_complete_cd^^ l_/ntype=ma 

u29463mma_2 12 1-268 1 ,cytoclirome_b56 l_gene 
20 u4(M62J3034-3574,ikan)s/lyf-lJiomologL_(hik-l)_inrn^ 

a52153_2069-2513,inwaidlyjrectifying^otassium_cham 

u65676_3 144-3648 Jiermaiisky-pudlak_syndK)me_pix)tem^ 

u66669_785-1240:not_in_gbjrecord,3-hydroxyisobutyryl- 

coenzyme_a_hydrolase_nmia,_complete_cds 
25 u68063_1453-1915,transfoimer-2_beta_(htm-2j3eta)_mma,_complete_cds_ 

u74612_2915-3425^epatocyte_nuclearJactor-3/forkJieadJbom 

1 la)_jnma_complete_cds. 

u75370_3396- 

3732^itochondrial_majpolymerasejnEima,_nucle^^ 
30 u76272mnm_161-689,diadenosine_triphosphate_(ap3a)Jiydrolase_^ 

u91316_891-1461,acyl-coaJhioester_hydrolase_nirna,_coiMplete_cds 

alljR06825j679-1154,iimia_for_skeletalJbeta-tropom 

xl 5 1 87cds_2089-2380:ia_reversesequence,_2521- 

2737,tral_mma_forhomologue_ofmurine_t^ 
35 x61970cdsJ299-677:in_reversesequence,J758-860,nima_for_macropam^^ 

all_x70944_2459-3030,mma_forjptb-associated_splicmg_factor_ 

all_x77922_1492-2000,gd3_synthase_ninia_ 

x85I34nimaJ2737-3007,rbq-3_mma_ 

all_x87 1 76__2 148-2593,inma_for_l 7-beta-liydroxysteroid_dehydrogenase__ 
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anjK91788_857-1284,mraaJbrJclnj?rotem 

x95586exoirf3_56-248:mjcOTersesequence,_5872-6088:not_in_gbj^ 
x97795cds_l 954-22 1 8:in_reversesequence, JZ342-2564,innm_homologous_to_scere 
y08682mnia_2358-2552,iiimajforjcanutinej 
5 yl 125 l_4297-4822,mma_for_novel_member_of_serme-ai^^ 
zl7227_1268-1850,mma_for_transmenbranej_receptorjprotem^ 
z68129mma#l_3-469:in_fuUsequence,_16183-16321:notJn_gbj:ec^^ 
idhjgaiiima_gene__(nad(h)~specific_ 

10 Metagene 466 

hg3920-ht4521_s_atjig3920-ht4521jiomeo1icj[>n>tein^^ 
hg4517-fat492q_s_atjhg4517- 
ht4920_iinmimoglobulmjrecombinationj5ignal_^ 
15 134155j4838-53064aminm-relatedjproteinj(lama3)_^ 
m21305cds_39- 

1 1 9,alpha_satellite_and_satellitejunction_diia„sequence/gb==m2 1 3 05_/ntype=dnaj'amio1r=cds_ 
u60808_1423-2000,cdp-diacylglycerol_synthase_(cds)jMma,_complete_^ 
x60673mma_109 1- 1 649,ak3_jnrna_for_adenylate Jdnase_3 

20 

Metagene 100 

d28423_53-100,iiima_for_pre- 

mma_splicmg_factor_srp20,_5*_utrj(sequence_jfrQm_^ 
25 all_d89377_1587-2173,iiima_for_msx-2,_complete_cds,mraa_for_i^ 

113943_1963-2019,glycerol_kmase_(gk)_inma_exom_l-4,_coinplete_cds_ 

m37197mma_2687-3065,ccaat-box-bmdmg_factor_(cbf)_mma,_^ 

m68520_1708-2170jCdc2~related_j3rotein_kinasejmma,_complet^^ 

s67970_962-1538,_znn5=krabj2mc_finger_|>iiman,Jung_fibrobl^ 
30 s70585mma_138-612,_thyroid- 

stimulatmgJiomione_alpha_subiinitJ>iiman,_g 327 jatsegmentsL 

S8247 1 J77-298,j9sx3=kmppel- 

associated_boxjcontaming_ssx _gene_|Tiuman,_testis,jnMiia_partial,_675jnt] 
u04209_1396-1834,associated_microfibriUar_j)rotemjn^^ 
35 ul2978_1713-2247,sperm_membrane_j)roteinj3s-84_(hsd 

ul 5555^1 003- 1489,serine_j)alinitoyltramfeiase_(lcb2)_mma,jpartial_cd 

u 1 827 l_cds l_at_ul 827 l_u 1 827 1 ,not_m_£bjrecord,thymopoietin_(tmpo)_^eae,thymopoiet^^ 

)__gene 

u39226_6864-7440,myosm_viia_(ushlb)_innm,_completejcds 
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u43843_813-1374,h-neuro-d4jrotemjtnnia,_complete^ 
u82321_l 608-21 12,clone„14.9b_mnia_sequence_ 
alljK59618_1970-2475,ri2_innia_for_small_subim 
x98482nuna_2- 
5 46,timt2_gene_exon/gb==x98482_/nt3^e==dm^^ 

Metagene 59 

af001548inma__6079- 
10 6385,_8 1 5a9. l_gene_(myosm_heavy_chain)_ex1iacted_fixm 

dl5049_33 17-3845,mrnajforjproteinJyrosinejphosphatase 

B6531mma_2573-3059,integrm_alphasubiinit_i^^ 

141680_1371-1869,alplm-2,8-polysialylti:ansferase_(pst)jgene,_ 

m 1 73 1 6exon_3-249:in reversesequence, 26()-338:noMn_gb_i:ecord.gaixima-'a-' 
15 crystallin gene (gamma-gS) 

m26061mina 2449-28 90:not in gb reconLcgmp phosphodiesterase alpha Sttbunit (cgpr- 

a)jtnma,_complete_c 

m73482mma_J757- 1279,neuix>medin_bjreceptor_(mnb-r)_niraa,_complete_cds_ 
u439 1 6_147-698,tumor-associated_membraQe jrotein_homolog_(tmp)_inm 
20 u46744J2358-2493,dystK)brevin-alpha_mma,_completejcds_ 

u94747_838-1276,wdjrepeatjprotein_hanll_mma,_complete_cds/gb=ii94747^^^ 

aU_x74142_1952-25354ibf-ljtnim_for_transcrip 

y09445cds_1175-1517:in_reveisesequence,_2206-2368,nMna_for_tr^ 

25 Metagene 87 

j05070_1805-2303,type_iv_collagenase_inma,_jcomplete_cds 
u22028utf#l_47- 

1 68;in_rev©rsesequence,_803 1 ,cytochromejp450_(cyp2al 3)_gene,_complete_cds,cytochrome_ 
30 u77968_1294-1879^eiironaljpasl_(npasl)jtiuiia,jcompte^ 

x87767exon_4-148,cd89_gene,_exon_sl/gb=x87767_/ntypeFHina_/a^ 

Metagene 195 

35 d87461_2959-35 17,inraa_forjdaa0271_gene,jcx)mplete_cds 

m26004_33 26-3 894,cr2/cd2 1 /c3 d/epstein-baiT_vims_receptor_iimia,_coniplete_cds_ 
m65254_l 710-21 84, jrotein_phosphatase_2a_65_kda_f egulatory_subunit-beta_mma,_c 
s81243_2102- 

2660,_chn=«teroid/thyroid_oiphan_ieceptor_homolog_^ene_[M 
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uM847_1262.1802,inil_nima,_coxnpletejxb_ 
ul 8383mma_23 1 9-2587,nuclear_iTespiratoxy_fectoi<xntf-l)_gene^ 
ttl 9147_34-66,gage-6jpxoteinjaama,_complete_c& 
u51920_1447-1927,sigiiaLiecognitionjparticle_(sip54)^^ 
5 u79290_1380-1770,clone_23908_innia_sequeiice_ 
u97502mma_2736-3126,butyix)philiii_(bt3.3)_gene_ 
all_x51757_1909-2414Jieat-shock_protem_hsp70b*_gene_ 
x95 1 52mma_l 0974- 1 1274,brca2_gene_exon(andjoined_co(iing jregion)_ 
yl0812J767-1253,mma__forJaractose-bispliosphatase_ 

10 

Metagene 489 

m92287_1531-1999,cyclin_d3_(ccnd3)jiima,_complete_cds_ 
u32989_1109-1559,tiyptophan_oxygenase_(tdo)_mma,jcam^^^ 
15 u90907_l 150-1612,clone_23907_mma_sequence_ 
aUjx:99268_928-1367;Daiim_forJb-hlh_dnaJbmdi^ 

Metagene 451 

20 dl0923_1452-1962,nmia_for_hm74_ 

d42038_373()-4216,mma_forjdaa0087jgene,_complete_cds 
d50917_4943-5489,mma_forjdaa0127 _^ene,_complete_cds 
d509183053-45634miia_forjdaa0128 jgene,_i>artial_cds„ 
hg2530-ht2626jat_hg2530-ht2626_adenylyl_cyclase-associated_protein 

25 hg2796-ht2904_at.hg2796-ht2904_neural_celLadhesion_molecule_ 

hg3248-ht3425_at_hg3248-ht3425_fibroblast _growfh_factor,_aiitisense__mma 
all_kO 1 884_587-888,blym- l_transfonning_gene,_complete_coding_region 
105568_1937-2459,na+/cl-_dependent_serotonin_transporter_nm 
110374_1461-1977,(clone_ctg-a4)_nirna_seque(nce 

30 11 1695_1767-2247,activinj:eceptor-likeJdnase_(alk-5)jm 

113436imm_3522-4020,guanylate_cyclase_imnaj^complete_^ 
120321_3 1 12-3655,piotem_8erme/toeonincJkmase_stk2ji^ 
I22206exoirff3_63-639,\^opressmj:eceptor_v2_^ene,_com 
138500cds_1574-2102,na+/myo- 

35 inositol_cotransporter(slc5a3)_gene,jcomplete_cds/^ 
I77563mma_129-591,dgs-fj)artialjrnnia/gb==177563_^^ 
reverseJ78833_2267- 

2337,Jbrcal_gene_extractedJBrombrcal>j:ho7jand_vatijgenes,_c^ 
ml7863imiia_242-822,preproinsulin-Uke^owth_factorJ^ 
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alljnl9720_2034-2557,J-myc ^ene_(l-mycjpix)tein)_extracted_froml- 
m3^jiX)tem_gene,_complete_cds,_I--m 

m25 1 64cds_5-383 :m_reversesequeiice,_265- 1 170,thyrotix>pinjbem_subimit_gene 
m5 5268inma_l 094- 1 556,casem_kinaseju[_alpha'_subijiiit_mnia, jC5omplete^ 
5 m62302_1939-2485,growth/differentiation_factor(gdf-l)_iiima,_^ 
m64788_2759-3209,gtpase_activatmg_j)rotein_(Kq)lgap)jiinm^ 
m65290_1957-2215^attiral_kiUer_celLstimulatory_factor_(n^ 
m95549_l 774-2 1 94,sodiuin/glucose_colTansporter-like jrotein_inma,_complete^ 
m98776mma_1864-2266,keratmgene,_completejcds_ 

10 s78432mraa#l_3-87,jin-named-traiiscript- 

l_from_sas— taiismembrancpiotein_{5*jregion}_|[hum 
ul0686exon#2J730-1267,mage-l l_antigen_(magel l)_jgenejjDompletsejcds 
ul2897_1564-1870:m_reveisesequence,_1900-1996,non-translated_ni^ 
ul5173_1781-2303^p2_(mp2)_inma,_complete_cds 

15 u23736_779-1348,gata-3J>indmg^rotem_g3b_iimm,_j)artial_cds. 

u2883 l_532-964,protein_immuno-reactive_witb_anti-pthjpolyclonal_an 
u37352_3505-3961,protein_phosphataseJ2aJb'alphal_regulatoiy_subiim 
ii37431nima#l_2114- 

2540^oxal_nraia,_long_transcript_and_alteraatively_spliced_fom 
20 u43527_180-728:not_in _gbjreconl,maUgnant_melanomajaietastasis-sup 
1) gene, mma, comple 

u43944_1705-1978,breast_cancer_C3rtosoIicjnad^(H-)-dependent_maIi 
U4793 1 rama_63-537,g-protein Jjeta- 

3 subimit_altematively_spliced_fom_mma_sequence/gb=ai47931_^^ 
25 u52830_l 9-27 1 ,cri-du-chat_region__mma,_clone_csc8. 

u55209_3812-3977^yosinjviia_transcriptmrna,_complete_cds_ 

u63329cds_1128-1554:mjreveraesequence,_1814,mutyJ[iomoIog_(bmyh)_gen^^^ 

u84011„6566- 

7 1 27,glycogen_debi:anchmg_enzyme_isofonn(agl)_n^ 
30 x04145cds_286-454:in_revereesequence,_593-689,mnia_for^^^ 
celljreceptor__t3_ganima_polypeptide_ 

xl4690cds_1150-1604:m_reverseseqpience,_1636-1676,mnm_for^^ 
tiypsin_mhibitorJbieav 

aU_xl6983_3252-3787,mrna_for_mtegrm_dpha-4_subuiiit_ 
35 all_x65962_l 115-11 74,mma_for_cytochrome_p-450_ 
aU_x79984_16-269,aaljtnma/gb=x79984_/ntype==ma 
x89398exon#7_695- 1121 ,_ung_gene_(uracil'dna- 
gIycosylase,_ung2)jextractedja-omung^ene_for_uracil_dna 
all_z48541_4517-5100,mmaJforjprotem_tyi:osme_jE>hosphatase_ 
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z48579cds_1852-2050:injwerseseq[uence,J2062-2392,mnia_^^ 

metalloprotease_(pardal)_ 

reverse_z84722_l 1257- 

11453,dna_sequence_fi»m_cosmid_gg4_fix>m_a_contig_tomjto 

5 

Metagene 252 



dl0326_l 427-198 1 ,mraa_forjpyruvate_kinase 

d49372_197-755,mma_for_eotaxin,_complete_cds 
10 all_d83407_2601-3184,2aki-4_nmia_inskinJ5broblast,_^^ 

d87467_5371-5857,iimia_forjdaa0277jgene,_complete_c^ 

hgl67-htl67_8_at_hgl67-htl67_liypothetical_protemjtipiiy2 

hg28 10-lit2921_atjig28 10-ht292 l_homeotic_pioteiiij)12 

hg3162-ht3339_atJhig3162-hG339jramcription_factor_u^ 
15 hg3627-ht3836jatJig3627-ht3836_calcium_chaiinel^voltage- 

gated,_betasubunit,_l_type,_altsplice__2,_ske 

hg3638-ht3993_s_at_hg3638-ht3993_amyloid_beta_(a4)jprecui«orj)rote^ 

hg4169-ht4439_sjatjig4169-ht4439__syntaxm_lb_ 

hg830-ht830_atjig830-ht830jotassiiimjchaimel_ 
20 j02645nima_882- 13 14,traiislational_mitiation_fector_(eif-2),_a^^ 

k02777_139-62 1 ,t-ceUjiec^tor_activejalpha-chain_imna_fix)m Jurkat_ceUJine_ 

100354exonJ7-361 :not_in_gb_record,cholecystokiiun_(cck)_jgene 

143 82 lnima_3222-3774,eiihaacer_of_filamentaiion_(hefl)_^ 

all_ml5517_182- 
25 480,_ttr_gene_extracted_frommutant_prealbumin__gene_dirw^^ 

all_ml71 83_53 l-752,parathyix>id_hoi:mone-related_protem_mma,_com 

all_ml7466_3487-4040,blood_coagulation_factor_xii_(fl2)_gene_ 

m20642mma_369-898,alkali_myosm_light_chaiimima,_c 

m69238J2033-2579,arylJiydrocarbon_receptorjMiclear^^ 
30 m90299mnia_2 142-2628,glucokmase_(gck)_nmia,_coiiiplete_cds 

s43646_1904-2402,_cytokeratinlliuman,_^idennis,j«^ 

S77582J2- 

55,jiervkl0/huiiimtvj:eversejranscriptase_^^ 
s78798_1252-1687,_l-phosphatidyiinositoM-'phosphate_5- 
35 kinase_isoform_c_[human5jeripheraljblood_leu 
s792 1 9_344-902,_metastasis- 

associated_gene_[human,_MgMyjmetastatic_lungj:ell_subline_anip[937],_^ 
s82592_357-861,_evi-l=evi- 

ljrotem_{3*_region,_deletion_region}_|>uman,_megak^ 
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ul3219_1945-2473/orkheadjprotein_freac-ljt^^ 

ul 8549exoii#2_109 1-1571 ,gpr6 g protein-coupled receptorjgeae^ complete cds 
u40317_5400-5965,protein_tyn)smejhosphatase_ptpsigix^ 
u49250_2323-2851,putative_cerebraljcortex_transcriptioiial_^ 
5 l)_mma^_complete 

1158 130_2887-330 1 ,biimetanide-sensitive jia-k-2cl_cotransporter_(nkcc2)_i^ 
u676 1 5_12883- 1338 1 ,beigejprotein_homolog_(chs)_iiiriia,_coinplete_cds 
u77846mma_979- 

1356,elastm_j^ene, partial cds and„_partial_3'_tttr,elastm gene, partial, cd8^_and. yard 
10 u79277_?86-1520,clone_23548jmma_sequence - 

u89995_3(M0-3460,dnaJ)indingjproteinjQdill5_(fldill5)_ii^^ 

u92015j605-1031,clone_143789jdefectivejaaarinerjd:ansposon_hsn^ 

all_x07876_l 706-2205,nirnaJfor_iip jprotein_(i^^^ 

xl 6706cds_541-93 1 :in_reversesequence,_970,fi:a-2_mrna 
15 ' x54380tania_4050-4590,CQraa_forjpregnancy_zone_protein_ 

all_x64269_2501-2754,gene_mttfl_for_mitochondrial_transcription_factor_l_ 

x6856 1 cds_2234-2324:in_reversesequence,_2547-2943,spr- l_ninia_for^tJbox_bindingjprotein_ 

alljx69920j2736-3249,inmajfor_calcitonin_receptor 

.allj!c73079_2348-2919,encodingjpolymeric_immvmoglobulin_receptor_ 
20 aU_x77737_992-143 l,mrQa_for_red_celljanion_excbanger_(^^ ,Jband_3)_3'_iion- 

codiiig_j:egion_ 

all_x78342_1655-1857,pisslre_mma 

x78711cds_1553-1638:in_reversesequence,_1665-1735,mrna_forjgiyceioljdnase_t^^ 

x87871cds_939-1367:inreversesequence,_1472-1588,mnia_for_bepatocytejauclear__factor_4b 
25 all_x90846JZ935-3407,innia_for_mixedJ[ineage_kinase_25mnia_for_m^ 

x9 1 220_3940-41 65 ,imna_for_na-cl_electroheutral_thiazide-sensitive_cotransporter 

a11_z 1 1 502_886-145 1 ,nima_for_intestine-specif[c_annexin 

z48051mrna_1733-2303,gene_for_myelin_oligodendrocyte_glycoprotein_(mog)_ 

aU_z70218_2-333,nirna_for_ranljprotein_(cloneJcri^507i(W98) 
30 all_z{73903__5001-5554,mma_for__trpcla. 

296810cdsj482-968,dna_sequence_fiTom_j)ao_452hl7_an_chromosome_x_^ 

andjchloride-dependen 

Metagene 334 

35 

dl3146inma#l_2083-2551,_2'^3'_-cycKc-nucleotide_3»_- 

phosphodiesterase_gene_extracted_froin2'_,3*_~c 

d2 1 23 5_1 4 1 8- 1 673 ,mma Jbr Jihr23 a_j)rotein,_completejcds_ 

d83702J2392-2902,brain_mma_for_j)hotolyaseJiomolog,_complete_cds_ 
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d87452_3950-44 1 8,mnia_forjdaa0263 jgene,_complete_cds 
d87459_2 144-2564,inma_forjdaa0269_gene,_complete_cds 
113848_3675-4161,nm_heUcase_ajDQma,_completelcds_ 
120591exon_l-295:not_in _gb_record,aimexin_iii_(anx3)_gene,_altemative 
5 0i22348_3-494^tochondrial_ubiq^inone-bindmg_j)rotem^ 
s74017_1721-2213,_nrf2-nf-e2- 

Iike_basicJ_leucine_zipper_traascriptional_activator_[human^ 

s753 13_1 197-1387,jDydl==mjdl jprotein_{cag_rq3eats}_[h 

ul9765exOT#5_630-1194,nucleicjacidJbmding_j)rotein_^ene,_^ 
10 u64105_2540-3104,guaiiine_nucleotide_exchange_fector_pll5-^^ 

u67 1 56_464 1-5151 ^nitogen-activatedjkinase^kinase Jdiiase(map 

aU_x06318Ji381-2541;nMiia_forjroteinJd 

x55740miiiaJ2940-3516,placental_cdim_codmg_for_^ 

all_x76648_338-777,mma_for_glutaredoxm_ 
15 z78291_28-223»iiima_(clone_ld8). 

Metagene311 

dl3305_r572-1992,mma_for_bmin_cholecystokinm_re^ 
20 d5564p_l 10-635ymonocytejpabl_(pseudoautosomaljboiindaiy- 
Iike_sequence)_mma3^clone_mo2/gb=d55640_/nty 
lI9063exon 79-451,gUal- 

derived_neurotropMc_factor_^ene,_complete_cds/gb=119063_/nt^ 
13921 1_1 877-2399,mitochondrial_canutmejpalmitoyltransfe^ 
25 ml0051__41 1 1-465 l,insulm_receptor_mnia,_complete_cds_' 

m69203cds_4-254:inreverseseqiience,_122-144,cytokmej(scya2)jgene_ 
u03644_1050-1452,recepinjrnma,_complete_cds 

ul7566_2214-2754,65JkdaJhydrophobic_protein_mma,_complete_cds_ 
U78628J7- 

30 199,leukemia_inhibitoiy_fector_receptorjtnm 

x66363cds_l 279- 1459:in_reversesequence,_1594- 1 702piimajpctaire- 

l^forjserine/threoniiiejroteinj^ 

x85785inma_1060- 1498,darcjgene 

x99076mma_736- 1 234,mgnjgene,_exoiisJ2,3_&(jomed_cds)_ 
35 y0045 lcds_1461- 1890:injreveisesequence,J2009-2037,xmna_for_5-ammolev^^ 

Metagene 175 

m3 1 661_2134-2674,prolactm_(prl)_receptor_mma,_complet^^ 



757 



wo 2004/038376 



PCT/US2003/033946 



ul2139exon_13- 

151,alplml(xi)_coUagen_(colllal)_genej^5*_region_m^ 
Metagene 43 

5 

dl 1 086_976-1408,mma_for_mterleukinreceptor_gairima_cham 
hg2090-ht2 152_s_atjig2090-ht2 152_extemal_membrane_j5rotem,_130_^ 
hg2639-ht2735_s_atjig2639-ht2735_single-stranded_dna-bmdm 
m30257_2214-2709,vascular_cell_adhesion_moleciilemma,_complet^^ 
10 m33600_581-l 109,mhc_uJhlaHar-beta-l_(Ma-dibl)_mma,_compk^ 
m37033_915-1395,cd53 _^ycoproteia_mma,jcomplete_cds_. 
m60830exon_1480-2020,evi2b3pjgene,jBxon_and_completejMfe_ 
m83221_1788-22624-reljiiima,_complete_cds_ 
s73813„1337- 

15 1775,_cd39==lymphoid_ceUjactivationjaiitigen_p^^ 
u95626mma#3_2792-. 

3278,_ccr2_gene_(ccr2a)_extTacted_fromccr2b_(cci2),jccr2a_(ccr2),_^ 
( x04500exon#7_244-778,genejforjprointerleiikmbeta 

x5684 linma__1269- 1 7 1 3,hla-e_gene 
20 alLx57522J2229-2788^g4_cdna 

x64072cds_1948-2281 :notJn_j;bjrecord, Jisapiensjcdl 8 jBxon_2_ 

aUjx99687_221-732,iimia_fcjr_methyl-cpg-bindingj 

aU_3<)0062_3996-4597,mma_forj200Jeuko(yyte_co^ 

y09561cds_1238-1676:in_reversesequence,_1798,nima_for_p2x7_^^ 
25 zl4982mma#l_616-1150,_mhc-encodedjproteasome_subunit jgene_lamp7- 

el _gene_(proteasome_subiinit_lmp7)_e 

Metagene 458 

30 hg2339-ht2435_at Jig2339-ht2435_nuclear_factor_l ,_variant_hepatic_ 
in702_2837-3335,phosphoHpase_d_inma,jccttnplete_cds 
138820exon_170-620AmcJ[„antigen-likejglycoprotei^^ 

m93 1 19_2345-2777^c-fmger_dna-bmdmg_motifs_(ia- l)_iiiraa,__complete„cds 
aUju34301_1497- 

35 1528,noimuscle_myosmjbieavyjchain_iib^ene,_promote^ 

u66497_3549-4047Jeptin_receptor_splice_variant_form_13.2_inm 

u73 1 9 1_1 078- 1582,inward_rectifierj)Otassium_chaimel_(ldrl 3),_complete_cds_ 

aUjt75756_3248-3699,inma_forjprotemJdimejcj^ 
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Metagene222 

d87444_3517O823,mnm_forJdaa0255 jgene,_completejcds 
d89859J2331-2841,mnm_for_2faic_fmge^ 
5 hg 1 62-ht3 1 65_at_hg 1 62-ht3 1 65_tyrosme_kinase, jrcceptor^axl, jaltsplice_2 
hg33-ht33_at_hg33-ht33_ribosomaljrotein_s4,__x-liiiked 
106147_1586-2042,(clone_syll)_golgiii-95_mma,_complete_cds_ 
110910_2084-2552,splicing_fector_(ccl,3)_nima,_complete_cds_ 
ml8737mma_269- 

10 815 . j^ alpl gene extracted jBromhanukah factor serinejprot^ jtnma, complete_c 

all_m29277_2842- 

2926,isolate Juso_mticl 8_^ycoprotein_iimiaj(3*_^ 

m33493_504-792,tryptase-mjEiima,_3'_end_ 

m83822_679 l-7253,beige-Iike jrotdnj(bgl)_niriia,_partial_cds 
15 s52969jcdsl_s_atj552969_s52969^ot_m_j;bjfecord,jdcscription:_^^ 

1 ,3_fucosyltransferase_gene__extr 

u07620_l 861-22 1 5^ap_kinase_inrna,_complete_cds_ 

u48705mma_3326-3867,receptor_tyrosinejdnasejddr_jene,_complet^^ 

u63295_1285-1795,seven_m_absentiaJiomolog_mma,_complete_^ 
20 u67 122_469-728,ubiquitin-related_j)iotem_siuno-l_iiima,^^ 

u70660_3 1-463 ,copper_trausportjprotem_hahl J(hahl)_n^^ 

x80907_2095-2557,nima_forjp85j3eta_subumt_ofj)hosplm^ 

x84707inma_73-51 l,inia_gene 

x89211cdsJ571- 

25 21 29,dna_for_endogenous_retroviral__like_element^gb==x8921 l_/iitype=dna_/aimot=cds_ 
all_z21 966_1 647-21 82,mpou_liomeobox jprotein_mrna 

236715cds_1026-1200:injreversesequence,_1491-i557,mma_for_netjransc^^ 
Metagene 249 

30 

ml5780cds_13- 

304,dna/endograouspapillomavirusjlype(hpv)_dn^^ Junction/gb^ 
m22092exon_6-42,neural_cell_adhesionjtnoleculej(n- 
cam)_^ene,_exon_sec_and_j)a!iial_cds/gb=m22092_/iityp 
35 ul8004_31-205,_hsul8004cdna_ 

Metagene 432 
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ac0021 15_66940-67151:m_ac002 1 15cds#2_675- 
1 000,_cox6b_^ene_(coxg)_extKW5ted_fix)mdna_tom_overl^pmg 
hg371-ht26388_s_atjhg371-ht26388_mucm_l,_epi1helial,_^ 
j05252__l 611-21 78,kex2-likejBndoprotease_2nma,jcoinplete__cds. 
5 j05556iimia_1640-2198,collagenase_irima,_complete_cds_ 

all_ml 8255__1 8-408:in_m 1 8255cdsj*7,jprkacb_^ene_(proteinJdiiase_c-beta- 
2)_extracted_fromprotein_kinas 

m60614_1996-2060,wilms_tumor_(wit-l)_associated_j)rotein_m^ 
s75213_1727-2087,_1ype-iva_cyclic_amp_specificjphosphodiestei:ase_h^ 
10 cellSyjaunajpartia 

u00954J738-1224,clone_ce29_7.2_(cac)n/(gtg)n_repeat-contaii^ 

u38904_1210-1744,2abakcj5nger_protem^ 

u45976„1748- 

2210,claflirin_assemblyjpi»tein_lymphoid_myeloid_^ 

15 u52682_4755- 

524 1 4yxnphocyte_specific_interferon_regulatoiy_factor/mterfer^ 
U58096 798- 1 05 6,testis-specific_protem (tspy)_innia,_coinplete__cds 
u65406mma# 1_1 860-2370,__kcaj I_gene_(potassimnjchaimeljcom- 
k3)_extracted_firomaltematively_splicedjpo 

20 u71203_339-753,rit_nima,__complete_cds 
u89336exo)rfl3_173- 

695,janlmo\vn_gene_extracted_firoiiihla_m^ 

aU_xl6660_1795-2049,_openjreading_fiOTiejp25_(aa_l-223)_gene_ext^^ 
ijrelated_endogenous 
25 x71877cds_587-767:in_reversesequence,_783-1089,inma_for_chymot^ 
all_x89894_2017--2486,mma_for_nuclear_receptor_ 

x93498mma_589-l 117,nima_for_21rglutamic_acid-richjprotein_(21--gaip)_ 
x935 12cds_61-157:m_reversesequence,_175-2 11 ,mrm_for_telomeric_dn^^^ 
y00067mma_2655-3207,gene_for_neurofilamentjsubumt_m_(nf--m) 
30 yl0262cds__l 163-16935eya3_gene/gb=yl0262_/nlype=dna_/aimot?=cds 

Metagene 453 

dl 648 1_1 438- 1942,iiirna_forjDiitochondrial_3-ketoacyl-coajWolase_^ 
35 subvmit_of_triftinctionalj>rotei 

d509 14_1 543-2077,mma_forJdaa0124_gene, jartial_cds_ 
d82060_1801- 

22 1 5^dneyjmma_for_putative_membranejprotein_wiA^ 
d83778_4662-5 1 54,mma_for_kiaa0 1 94_gene,jpartial_cds_ 
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d87443_5442-59883mrim_forjdaa0254jgene,_completej^ 
hgl400-htl400_sjatjbgl400-htl400_cail)oxyljtnethyltr^ 
hg2463-ht2559_atjig2463-ht2559 _juanme_imcleotide^bmdmgjrotein^25k_ 
106845_1728-2268,cystemyl-tma_synthetase_nima,jpaiii^^^ 
5 113278_123 l-1753,zeta-crystallWquinone_reductasejcnma,_coi^ 
U3773_8844~9252,af-4_inma,_complete_cds_ 

12 1 954exon_3 6-3 84:not_in^b_record3peripheral_beiizodiazepme_receptor_gene 
125085_1 03-36 1 ,sec6 1 -complexj5eta-subumt_mma,_complete_cds_ 
13896 1_19 19-2429,putativejhraiismembranej[>rot^ 
10 142572mma_2192-2648,p87/89 __gene,_con]^lete_cds 
ml420(hiiiiia_139-469,diazepamjbmding_iiihib^^^ 
in2440(hnina_282-840,chymotr3^sinogenj^^ 

in3 1 899_23 1 8-2708,dna_repair_heHcase_{ercc3)_mnia,_complete_c^ 
m64992_74 1-11 85,prosomal_proteinjp30-33k_(pros-30)_mma,_complete^^^ 

15 m65 13 linma_2 187-27G9,mefbylmalonyl-coa_mutase_(mcm)_^ 

m73547_2649-3 153,polyposis_locus_(dpl_^ene)_mrna,_complete_cds_ 
m83233_3488-3974,transcription_factor(htf4a)_imTia,_complete_cds 
s74728_1245-1773,_antiquitm==26gjliugorjprotemJiomolog_|>i^ 
s78569_5723-61 6 1 , Jaminin^alphachain Jhuman,_fetal J[img,_mr^ 

20 ul0117nima_474-9S4,cndothclial-monocyte acttvating polypeptide ii mma, complete cds 
ul0439_5983-6529,double-'stiwdedjtm_adenosinejdeaminasejam 
ul2535_,3273- 

3783,epidermal growth factor receptorJdnase_su^ 

ul4193_135-687,tfua_gamma_subunit_mrna,_complete_cds 
25 ul 5009_25'-54 1 ,snrnp_core_protem_sm_d3_mrna,_complete_cds 

u26312_166-686,heterocliroma1iajprotein_hplhs-gamma_inm 

u28686_973-1486,putative_ma_bindmgjrotein_mpl_inma,_com 

u41654_1159-1525,adenovmis_j3rotem_e3-14.7k_mteracting_j)rotein(fi^ 

u41740J7119-7635»1xans-golgij>230jmiia,_complete_cds_ 
30 u43899_232O-274O,signal_transducingjadaptor_molecule_stam_0ma^ 

u50523_858-1344,brca2j:egioii,_inma_sequence_cg037 

u50950_1546-2074,mfiuitjbramjimknowa 

u57099_666-l 158,apeg-l_imna,_completejcds 

u673 1 9_2 1 33-2529,Uce2 j5eta_cysteinejprotease_innia,_coinplete__cds. 
35 U69645 55 1- 1 037,zmc_fingerjproteinjQima, jsompletejcds^ 

u70987_1308- 1 830,gap J3mdingjproteinj)62dok_(dok)_nima,jcomplete_c^ 

u93237inraa#l_2162- 

2738,jmenl__gene_(menm)_extracted_£rommenin_(menl)jgea^ 
aU_xl2791_311-870,mrna_for_19kdjprotemjof_signalj^ 
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x52 151 cds_l 148-1394:iii_reversesequence,_l 884-1980,a]ylsidplmtase_ajaiina,jcompletejBds 
xS2730]iima#l_4SS-91 1 ,jphenyledianolaiiijne_n- 
3nediyltxansfe]mejgene_extracted_fix>mgeae_forj> 

x54326cds_4149-4299:in_reversesequence,_4363-4507,mim_forjglutai^ 
5 all_x63469_962- 1467,mma_for_1i^scription_fector_tfiieJbeta_ 
all_x65644_8589-9100,mma_mbp-2_for_nihcj3indingjprotem^ 
x75535exon#8_2216-.2768,mma_forj»xf_protein 
all_x75962__913-1340,inma_for_ox40_homologue 
aUjx77548JZ835-3418,Jisapiens_cdimJbr_rfa_ 
10 alIjx84195J230-723,mma_for_acylphosphatase,jmuscle_t^ 
x99296kcox]#1_28- 

aU_jy00264_2984-3321,mma_for_amyloid_a4_precii^ 
alLz2255 l_4012-4595,kmectiii^ene_ 
15 z46973cds_2460-2634:iii_reversesequeace,__27 1 1-289 l,mim_forjhosphatidylinositoL3-kijMise 
z:97074_852-1176,mnia_for_mb9_effector_p40,_complet^^^ 

Metagene 415 

20 d83657exon#l-3_13-I67:m_reversesequence,J2025:not_in^b_recor^ 
binding_prote 

hg4740-ht5 1 87_atjhg4740-ht5 1 87_transcription_fector_eb_ 

m64925_1400-1940,paliiutoylated_erythrocyte_mem 

ul8088_l 188-1742,3'_,5L- 
25 cyclic_amp_phosphodiesterase inactive splice_variant_hspde4a8a_nmia,_^ 

\i22377_5634-6168,za-15_related_zinc_fingerjrotein_(rlf)_mma,_^ 

u4 1 766_3235-3653^etallopix)tease/disintegrin/cysteine- 

rich_proteinjprecursor_(mdc9)_inrna,_coinplete_c 

u43185_3667-4243,signal_transducer_and_activatorjDf^^ 
30 u53476_84 1- 135 1 ,pn>to-oncogene_wnt7ajtnma,_complete_cds 

v00536niina_81 1-1 135,_ifiig_genejextracted_fix)minamune_inte^^ 

y00282cd8_1657-1849:in_rBversesequence,_2341-2383,imm^^ 

, Metagene 257 

35 

ac002115cds#4_474-750:injreversesequence,_100047- 
100269,_cox6b_gene_(coxg)_extracted__fromdna_&omjov 
af001620_1478-2000,trabecularjneshwork- 
induced__^lucocorticoidjresponsejprotein_(tigr)_inma,_compte^ 
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hg4185-ht4455jatJig4185-ht4455jestrogen_sulfotran8fer^ 
hg537-ht537_atJig537-ht537_conagen,j5^e_viii,_alpl^^ 
1191 83mma_1533-1959,mac30_tiima,_3'„end 
127584cds_1093-14()0:mj:eversesequence,_1464- 
5 1677,cajchaimel_b3_subiiiiit_(caljb 
139009inma_109- 

475,iv_alcohol_dehydrogenase(adh7)_jgene,_5*_flaiikingjregioi^^ 

ml0058mraa_706-1252,asialoglycoprotein_receptorjbl_mma,jcom 

ml8700cds_288-784,elastase_iii_a__gene,_exon_8 

10 ni24122mnia_309-774,myosin_alkali_Ught_cham_(vett^^ 

in26679exoii#2_505-925^omeobox_protein_(hox-l .3) _jrene,_ccttnplete_cds 
m73047_4025-4565,tripeptidyljpq)tidase_iijDama,_complet^^^ 
s67156_876-1368,_asp=aspartoacylaseJ>iiman,Jddney,_i^ 
u07225_1430-1958,p2u_nucleotide_recq>tor_mma,_complet^^^ 

15 ul 8288_2804-33 14,clonejciita-10_inhc_u_ti:ansactiv^^^^ 

ul9878_1137-1647,trammembi^e_protem_inma,_complete_cds 
x52479cds_l 689- 1 995 :iii_reversesequence,_2040- 
2202,pkc_alpha_mma_forjprotemjdnase__c_alpha_ 
x99802_l 983-2463,mma_for_zyg_homologue 

20 z33642iiOTia_2763-3291,v7_nima_for_leiikocyte_siirface^^ 

Metagene 321 

anjll3315_1488-1975anmaJforJacrtoyljglulathioneJyase 
25 dl4812_1345-1747,inraaJFofJdaa0026 _^ene,_complete_cds 
dl 6469_2264-2738,mma_for_orf,_xq_termina1_portion_ 
d23662_6 1 -565,nuTia_for_ubiquitin-like_protein, complete_cds 
d30756_4053-461 l,mma_for_kiaa0049 _gene,_complete_cds 
d31767_1338-1812,rama_forjdaa0058_gene,_complete_cds 
30 d5(M95mniaj*93-1033,nima_forJraascriptio 

d86985_5502-5946,mma_for_kiaa0232_gene,_complete_cds 
d87438 Ji322-3808,mnmjftnrjkiaa025 l_gene,jpartial_cds_ 
hgl595-ht4788_s_at_hgl595-ht4788Jieterogeneous_nuclear_ribon^ 
1_ 

35 hg4683-ht5108_s_at_hg4683-ht5108_tumorjniecrosis_factorjre 

hg998-ht998_s_at_hg998-ht998_sulfotransferase,_phenol-prefe™ 
j03 805_926- 149 1 ,phosphatase__2a_mma,_partial_cds__ 
U9686mma_61-493,macrophage_migraUon_inhibitoiy_factor^^ 
I36151J2433-2907,phosphatidylmositol_4-kinase_mma,_complete_cds_ 
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B88 l(tonm_706-1246,thyroid_xeceptor_intera^ 
I4039lmrim„889-1435Xclone_sl53)_mma_fegmen^ 
143964_1671-2211,(clone_f-t03796)_stm.2_nima,_co^^ 
177213mmaj1^79-959,phosphomevalonate_kinase_mma,_com 
5 m34 175mma__5 1 00-5670,beta_adaptinjtnrna,_complete_cds_ 

m62762_681-1083,vacuolarJi+_atpasejproton_cbameWubumt_i^ 
m63959_103()-1444,alpha-2-macroglobulin_receptor-associated^^ 
m69023_524-1088,globiii _gene 

in98343_2695-3163,amplaxm_(emsl)_mma,jcomplete_cds_ 

10 u02556_1579-2101^3_iiima,_complete_cds 

ul7969exon#6_165-663,imtiation_fector_eif-5ajgene^compl^ 
ul9796_406-760,melanomajantigea_pl5_mnia,_TOm 
u22897_1798-2338^uclearjdbmainpmteinj(ndp52)jmo^ 
u25435_3227-3737,transcriptional_repressor_(ctcf)_inma,jc^ 

IS u3 1930_4 1 1-963 ,deoxyuridme_nucleotidohydrolasejmma^complet^^ 
ii36341mma#l_3376- 

3862,_slc6a8_gene_(creatine_transporter)_extracted_fix>mxq28_c^ 
u49869mmaJ785-'887,ubiquitin_gene,jcompiete_cds_. 
u64444__633-l 1 13,ubiquitm_fusion-degmdationjpK)tem_(ufdll)_^^ 
20 u72342mnm.5025- 

5499,platelet_activa1ing_factor_ace1ylhydrolase,jDrai^^^ 

u78095_942-1434,placentdj>ikunm_iiiraa,_compte^ 

u80017nima#2_5760- 

6039,_btGp44_gene_(basic_transcription_factorp44)_extracted_fi^^ 
25 u8 1 556_l 54 1 - 1 925 ,hypothetical__protem_a4_mma,_coraplete_cds 
all_x04526_2577-2968Aiverjt3axim_forJbeta-subimit_si 
X 1 3546inma_657-l 1 37, juthmg- 17 jprotem_gene_extracted_fr^ 
histone_chromosomal_pr 

xl5341cds_13-235:mjreversesequence,_374-500,coxj^aa4jDM^ 
30 specific^ 

alljx55330_l 609-2 120,imna_for_aspartylglucosaminidase 

x56681mma_1311-1835jundjcnriMt_ 

alLx64330_3792-4243,nima_for_alp-citrate_,lyase 

all_x64364_l 014-1561 ,mma_for_m6_aiitigeii_ 
35 all_x75593_679-1202,mma_for_rab_l3 

x82 1 03cds_660-840:in_reversesequence,__954- 1 1 285mraa_forjbeta-cop 

all_x84709_l 088-1 683,inmajFor_mediator_of_receptor-mduced_toxicity 

235093cds_674-842:mj:everaesequence,_898-976,inmajfor_surf-l_ 
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Metagene 473 

j00219cds_110-467:injreversesequence,j^721-4823,iimnime_rat^ 
gamma) jgene,_2completie_cds 
5 s78873_^291- 

835,jnss4=zn2+j3indingjproteiii/guaiune_micleotide_^ 
alLs83366_910- 

2840,_region_centromericjto J;( 12; 1 7)_bi^epoint:_orfl/u^ 
yl0515mnm_79-307,mmajforjcd58jt7jprotein/gb==^ 
10 z83800_l 15-505,miim_for_cytoplasmic_dyneinjheavy_ch^ 1) 

Metagene 470 

d49677_905-1445,u2afl~rs2_mma,_complete_cds__ 
15 hg2797-ht2905_s_atJig2797-ht2905_clathrin,_Ught_j)olypeptid^ 

122548_29 14-3334,coUagen_type_xvm_dpha(coll 8al)_mma,_partial_cds_ 

127624_373-917,tissue_factor_j)athway_mWbitor-2_mma,jc^^ 

m57710_355-865,ige-bindmg_j)rotem_(epsilon-bp)_mma,_completejcds_ 

s54005_2- 197^thymosinJbela- 1 0_[>iiman,_metast^ 
20 s75295_2339- 

2915,jaucIeopix)tein_mtei:actor_l==«iplJiomolog_^^ 

s81578„13-271,_dioxia- 

responsive _gene_{putative_j)olyadenylationsignaljregion}Jhuman,Jiepato 
u094 1 0_148 1-2003 ,2mc_fcigerjprotem_znfl 3 l__mma,_partial_cd8 
25 ii26648_93 6- 1 482,syntaxinmnia,_complete_cds 

u46025cds_2254-2710:inj:eversesequence,_2777-2843,tran8lationjm 
3_p 1 1 0_subunit_g 

all_x57348_844-1377,mma_(clone_91 12) 
alljic66087_3046-3563,a-mybjtnma 
30 alljjc69433_13 12-1733,mma_forjiutochondrial_isocito 
x70476mma_25260024,subimit_pf_ooatomer_complex„ 
x98507cdsJZ790-3018:mjreversesequeace,_3131-3293,mimjfor^^ 
y08136cdsJ292-496:m_reversesequence,_520-820,mma_forjas 

35 Metagene 462 

dS8155cds_1025-1357:m_revei:sesequence,_439-576,dna_for_ad4bpJsf-l)_^^ 
hg3925-ht4195_atJig3925-ht4195jsurfacantjprotem_sp-a2_delta_ 
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j02960cds#l_394-729:inieversesequence,_1015- 

12529juiiknowQ_j>roteinjgene_extnicted_&ombete^ 

178833exoii#24J038- 

1476,J>rcal_gene_extmcted_frombrcal,jrho7jand_vati_genes,_^ 
5 ml 6937_806-l 3 1 0 Jiomeojbox_cl jr6tem,_mma,_complete_cds__ 
all_m21064_1360-1426,migration_iBhibitoiy_factor-relatedjpro^^ 
m76558_7124-7592,neiut>naLdhp-seiisitive,_voltage-dependent^calciii^ 
ld_subimitjiima,_c * 

ul8548exonj620-1046,gprl2_gj>rotemjcoupled-receptor_^ene,jcom 
10 u29195exon_927-1443,nemx>iial_pentimin_u_^^ 

u32324_1353-1671,interleiikin-ll_receptor_aIpha_cham^^ 
u92027j524-1028,clonej51 501 jdefectivejmarinMjtei^ 
alljx 1 52 1 8_30 12-35 1 1 ,skijoncogenejaama_ 

x5 1 954exon_l 0- 1 48,uc^^ene_forjimcouplmgjproteiii_exoii/gb=x5 1 954_/ntype==diia_/aimotr=exon_ 
15 x52282cds_1092-1597,imTia_for_atiiaLnatriureticjepti^^ 

all_x96698_662-1245,mnia_for_dl075-like _gene_ 

y0961 5cds_89 1-1 13 1 :injreversesequence,_1268- 

1472,mma_forjtnitochondrialjtranscriptionJ:em 

yl3618J7553-7895,mmaJfor_dfifiyjrotein,_abundant^ 
20 z73677mmaj91-137,gene_eiicodingj>lakophilm_lb. 

Metagene 445 

ab0023 14_6334-6898,mnia_for_kiaa03 1 6_jgene,_complete_cds/gb=ab0023 14_/nt3rpe==ma_ 
25 hg2600-ht2696_atjig2600-ht2696_guaninejniucleotide-bmd 
oncogene_related 

hg2602-hl2698_atJig2602-ht2698_succinate_dehydrogenase,_flavoprotemjsubTO 
127586_1755-2205,tr4_oiphan_receptor_iimia,_complete_cds 
all_in24748„l 170-1 53 1 ,_thral_gene_(thyroid_receptor_^^ 
30 l)jextracted_fromthyroidjhonnone_recqptor^^ 

u45983cdsJ789-1005:mjrevereesequence,_1304-1496,g_j>rotein-coupled_recept^^ 
^y6_^^e,_completejc 

u49 1 87_1780-2206,placenta_(diff48)_mma,_complete_cds 
u66464_2 13 l-2701^ematopoieticjprogenitorjdnase_(hpkl)_xmii^^ 
35 u70321_l 127-1643^eiTpesvimsjentry_mediator_mma,_complete^ 

x66360cds_l 134- 1 5 1 8:mjreversesequence,_1629-l 689,mmajpctaire- 
2_for serine/threoninejprotein_kinase 

all_x90840_6383-6942,mma_for_axonaljlimsporter_of_sy^^ 
aIl_z80777jM9-807^a/k_gene 
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Metagene 442 

hg2075-ht2137_s_at_hg2075-ht2137_camp-responsive_element_m 
5 m30135cds_139-361 :in_reversesequeiice,_4255-4303,p40_t- 
cell_and_mast_ceU^owth_fector_(hp40) _gene,_ 
ul3680_767-1160,lactate_dehydrogenase-c_(ldh-c)_mma,jcomplet^^^ 
' u66033_l 937-2495,glypican-5_(gpc5) jmma,__complete_.cds 
alLx51420J1264-2781,ixma_forjtiTOsin^^^ 
10 x58298cds_824-1371:injreversesequence,_1441,!iima_^^ 

Metagene 425 

ab00(M10nima_947-1442Jioggl_iiima,_complete_^ 
15 dl3118_61-523:injreversesequence,_529,nima_for_atpjsynthase_su^ 

dl661 l_1726-2299,mma_for_copropoipliyrinogen_oxidase,_compl^^^ 

d85418_875-1403,mma_for_phosphatidylinositol-glycan-class_c_fe^^ 

d86519_1368-1932,mma_for_neuropeptide_jr/peptidejyy_^^ 

d87845_1946-2216,mma_forjlatelet-activa1ing_fectorjac 
* 20 hg3491-ht3685_at_hg3491-hf3685_zmc_fingerj>rotein_z§>-36 

j03925jil 10-4656^ac-l__geaiejBncodingjcomplement_recqpto^ lb,_complete_cds_ 

j04970_1397-1715,carboxypep1idase_m,_3'_end , 

114595_1801-2077,alanme/serine/cysteme/tiireonme_fr^ 

B4657mma_2757-3219,platelet/endothelial_ceU_adhesion_molecule-l_(peca^^ 
25 m28212_175-691,gtp-bindmg_jjrotem_(rab6)_mrna,_complete_cds 

m55543mma_1356-1872,guanylateJ>indmg_j>rotemJsoforaiJi_^^ 

m55683_2732-3242,caililage_matiixjproteinjcmp)_mma,_exoiis_^^ 

in62424J2868-3 1 17,thrombin_receptor_mma,_complete__cds 

m63 1 54_977-l 541 ,intrinsic_factor jmma, jcompletejcds 
30 m95809_13 10.1850,basic_tiaiiscription_fector_62kd_subumt_^ 

s83249_19-349,_ng- 

tra==tiaBsporterjprotein/putadveJ^ 

uO3270_626-l 136,centrin_miiia,_complete_cds_, 

ii20938_3946-4348,lymphocyte_dihydropyiitnidine_dehydrogenase_i^ 
35 u40992_839-l 175,heat_shockjprotemJisp40Jiomologjnr^ 
u68133_4-133,scc- 

s4jtmna_expressed_mjpiimary_and_relatively_rad^^ 
u88667_6771-7251,atpJbmdmgjcassette_tramporter_(abcr)_^^ 
all_x00088_334-787,histoneji2b ^ene 
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alLx6708 1_578-8 104ustoiie_h4^ene_ 
x69089jl333-4849,nima_for_skeletaLmuscle„ 
x89101exon#3_8-96:mjreversesequence,_183-188j,nm 
1 ,_cd95)/gb=x89 1 0 l_/ntype=OTa_ 
5 x90530cds_632-1100:in_reversesequence, 1548-1554,mma_for_ragb_pK)tem 
z68747cds_656-l 106:in_jreversesequence,_l 177,nmia_for_imogen_38 
2699 15nima_3 1 -244,inma_(clone Jcr^50711 876). 

Metagene 389 

10 

j05125_1038-1422,triglyceride_Hpasejtiinia,_complete_ 
m68840_1558-1924,monoamme_oxitoejajCmao^ 
u85707_1922-24264ewkemogenic_homologjprotein_(meisl)_imiia,_co 
u90916_1309-1825,cloneJ23815_mnia_sequeiice_ 

15 

Metagene 363 

hgl496-htl496_sjat_hgl496-htl496jadrenal-specific_protein_pg2 
S73205J2183- 

20 2573,_insulin_activatcn:_fectDrJTiuman,janciBati^ 

u00930_2705-3 191 ,clone_c4e_l .63_(cac)n/(gtg)njrepeat-contammg^imim^ 
x59131_2735-3n9:not_in_j:bjrecord,dl3sl06jtiima_f^^ 

Metagene 350 

25 

dl 4497_2222-2726,nima_for_jproto-oncogenejprotein,_complete_cds_ 

d6401 5_1 126- 1222,mma_for_t-cluster_binding_protem,_complete_cds/^^ 1 5 j'ntype=ma 
100352exon_l 952-2492,low_density_lipoprotein_receptor _^ene_ 
107493_1 93-63 1 ,repUcationjprotein_a_14kda_subunitj()p^ 
30 ii20980_l 596-2 1 1 8,chroinatin_assembly_fector-ij)60_subunit jmn^ 
u34962_1074-1560,transcriptian_factofjicsx_(hcsx)jt^^ 
u4657 1_1 1 83- 1 687,teti:atricopeptidejcepeatj?rotemj(Q)r2) jm 
x56088mnm_2240-2794,mma_forjcholesterolJ7-alpha-hydioxyl^^ 

35 Metagene 344 

m57293mma#l_4-289,parathyroid_honnone- 
relatedjpq3tide_(pthip)jgene,jexons_la,_lb,_lc,_and/gb==^ 

m85276exon#2-5_5-92:injreveraesequence,_5295:not_injgbjrecord,nkg5_sene,_com 
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aU_x691 16J2-434,2aae7a_5enB_for_ziiU)_fmgerj^^ 
z80345mma_4931-5457,scad _gene,_5'jutr_exonand(and Joinedjcds) 



Metagene315 

5 

d83018_2645-3149,mma_forjiel-relatedj)rotem_2,_complete_^ 
all_13 1 860_2084-2589,glycophorinjam-t>pes_(gypa)jtiima,_^ 
ml6961_937-1477,alpha-2-hs-glycoprotem_alpha_andj3eta_chain^ 
all_ii01317_19502-63478,_epsilon- 
10 globin_gene_extract€4_^frombeta_globin^^ l,jepsil 
ii01877_85 17-8997,p300jprotein_mnias^complete_cds^ 

M6tagene314 

15 104656_370-856,caii»onic_ai3liydrasejrelatedjprotem^ 
149209exon_25-. 

92,retmoblastoma_susceptibiUtyjprotein_(ibl)_i66dbp_deletion_mut^ 
m84605j4280-4766,putativejDpioidjreceptorjtnma,jcomplete_cds_ 
Til4747_4 1 0-944,visimn-likejpeptidehomolog_mrna,_complete_cds_ 
20 ii21556J709-1204^embi:mejprotem4ike_j>it>tein_i^ 

u50929_1910-2330,betaine:homocystdnejmethyltransferase_ix^ 
u83326cds_538-1010,TO_chemokme_receptor-5_(cci5)_gene,_co 



Metagene 259 

25 

m5747 lexon_13-59,urate_oxidase_(iiox)_gene,_exon/gb==m5747 l_/ntype=dna_yannot?=exon_ 
m99439_l 082- 1 385,transducin-like_enhancerj)rotein_(tl64)_nra 
u46024j2801-3377,myombularin_(mtml)_mma,jpai:tiaL^ 
alljtt57341_2- 
30 129^eurofilament_tripletjjprotein_mma,jai^ 

u82468_1566-209 1 ,tubbyjrekted_j>rotein(talpl)_iiaJiaa,_compl^^ 
x56741cdsj85-595:mj:eversesequenc«,j617,mmajforjca _gene_ 
x74328inma_1175- 

1745,_cb2_(peripheral)_cannabmoid_recqjtor^ene_extm 

35 

Metagene 232 



alLd38024JZ639- 

3228,faciosc£^pulohumeral_inuscular_dystrophy_(fshd)_gene_^^ 
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hg2260-lit2349_s_atj[ig2260-ht2349_duchemie_muscular_dy5 
hg4020-ht4290_s_atjig4020-ht4290jhnansglutaxiim 
ml3994mmajl482-5005,b-ceH_leukeinia/lymphoma(^ 
alpha_j)rotei 

5 u27516_2109-2555^ecombination_protem_rad52jtnma,_com 

u82970ji601-3009^etalloendopeptidasejiomolog_(pex)_mma,_complet^^ 
x03168cds_926-1400:m_reversesequence,_1497-15095imiia_for_s-protei^^ 
all_x89067J75 1-1 136,mma_forJipc2_transcript_(possiblej)seudogene) 

10 Metagene 226 

ab001325_967-1387,aqp3_jgmejforjaquaporine(waterjch 
all_d3 1 784_3 8()4-4249,imiia_for_cadherm-6_ 
d42087_1034-1388,mmajforjdaa0118 __gene,jpartial_cds__ 
15 d87436j5660-6116,mmajforjdaa0249_gene,_complete_cds 

all_132866_67-452,effectorjcelljprotease_recq)tor-l_(epr-l)_gen^ 
alLml7262_16806- 

26862:in_ml 7262cds_l 666,prolbrombin_(f2) _gene,_complete_cds,_and_alu_andJq)iiij:epea 

m26692exon#l_37-195,Iyinphocyte- 
20 specific_j)rotem_1yrosine_kmase_(lck)_gene,_exon^ 

m30269jW17-4849^idogen_innia,_jcomplete_cds 

s55606_7 1 8- 1228, JbetacelMin_Diuman,_mnia,_12 

u02019_1958-2462,au-ricb_element_ma-bindingj[>rotem_a»fl_^^ 

ul 8934_4229-43 1 1 ,receptor_^TOsmeJkinase_(dtk) jira 
25 u58034cds_38- 

224,myotubularmjrelated_jprotein(mtmr3)_gene,jpar^ 

u79246_l 346- 1 748,cloneJ23 799_nmia_sequence_ 

u79289_l 287- 1 809,cloneJ23695_mnia_sequence_ 

x7 1 125uti#l_20-398:injreveasesequence,_985-1093,inmajfo 
30 alljx97261_25-333,mmaJforjmetaUothionein_^^ 

x97674odsj4092-4326:mjreversesequence,_4536- 

4758,mmajfor_tramcripdonalJnt:eimediar^^ 

Metagaie 188 

35 

dl0537_1359-1876,mma_for_major_stmctumljprotein_oO^^ 
d26443_3282-3822,mma_for _glutaniate_traiisporter,_coinplete_cds 
d3 1 897_1 050- 1 548 ,mrna Jforjdoc2_(double_c2),_complete_cds_ 
d38081_2769-2853,inma_forjim)mboxane_a2_receptor,^^ 



770 



wo 2004/038376 



PCT/US2003/033946 



'd43767ji3-505,mnia_forjC5hemokme,j£5omplete_ 
d50855_2772-3309,mmajforjca-sensmg^receptor,_compl^^ 
d63940_153-656,mma_for_iiixilj)n)tein,_completejDds_. 
d80007_5240-5768,iiima_forjdaa0185jgene,jpardal_c^ 
5 d82344__2434~2986,mma_for_nbphox,__complete_cds„ 
d89501 exon#3_206-441 ,pbijgene,_complete_cds 
hg3405-hB586_atJbg3405-ht3586_zmc_fmger_protein_hzS 
hg3495-ht3689_atJig3495-ht3689_coUagen,_typeJbc,_alpha_ 
hg358-ht358_atJig358-ht358JbicimeoticjprotemJ^ 
10 hg3921"ht4191_f_at_hg3921-ht4191Jiomeotic_protein_c6,J 
hg3962-ht4232_atjig3962-ht4232_sialyltransferase,_stx 
hg4069-ht4339j5jatjig4069-ht4339_monocyte_chemot^ 
hg43 1 8-ht4588__s_atJhig43 1 8-ht4588„lim-domamJraiiscription_factorJlm^ 1_ 
107738J^17-1125,dhp-sensitivejDalciumjchaxmel_ganima_^^ 
15 107765_1443-1923,carboxylesterase_jnma,__complete_cds_ 

110403_834-1254,dnaJ>mdmg_protem_for_surfactantj)rotei^^^ 
13 188 l_929-1385,nuclear_factorj-x_mnia,_complete_cds 
138517mrna_766-1228,mdianJiedgehogjrotein_(ihh)_i^ 
143338iimia_25-15 l,(cloneJj la)_cadherinjnama_fi«gment/gb==143338 Jntype^ 
20 . 143366mma_13-157,(cloneJjlbLcadherin_n^ 

ml5059nraia_1025-1487,fc-epsaonj:«ceptor_(ige_rece^^^ 
alljtnl9878_1799- 

1946,calbmdin_27_gene,_exomandJ2,_aad_alujrq?ea1/gb=^ 

m20203cds_242-364,neutropha_elastase _gene_ 
25 m55047__2637-3207,synaptotagminjmma,_complete_cds 

m55067_754-1324,47-kd_autosomal_chroiiic_granulomatous_diseasejrote^^^ 

m59488mma_536-1016,sl00_proteinbeta-subunit^ene_ 

alLm60752_61 l-863,histoneJi2a. l_(h2a)_^ene,_complete_cds 

m64676mma_1619-1892,kH-_chamel_subunitjgene,_complete^^ 
30 m80647„13 17-1857,1iiromboxane_synthase_inma,_complet^^^ 

m84371inma_1318-1824,cdl9 jgene,_complete_cds 

m85247nima_141- 

597,dopamme_dlajreceptor_jgene,_complete_exon_l,_and_exon_2,^^ 
all_m86528_954-1357,neurotrophin-4_(nt-4)_gene,_complete^^ 
35 m97639_3533-4037,transmembrane_receptor_(ror2)jrnma,_compk 

m97675_2799-3309,transmembrane_receptor_(K)rl)_mma,_complete_c 
in97925mfna_12 1 -409,defettsingene,_complete_cds 
s71824_2437-2881,ji- 

cam=145_kda_neuraLcenjadhesion_moIeculeJDhMm^ 
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ii05659_58 1-1 049, 17beta-hy(hoxysteroid_dehydrogenase Jypemi^ 
u06698_3269-3779^euK)nalJdnesinJieavyjC5liain_^ 
ul0485_1906-23264ymphoid-restri<rted_membiane_protem_^ 
ul 1037_19-499,sel-ljikejmma,jcompletejcds 
5 ul 1 875_48-144,interleuidn- 

8_receptor_type_b_(il8rb)_imna,_spHce_variant_il8rM, 1 8 
alljul2471_1014-1255,_jhrombospondin-p50 ^eiie_extmcted_fi-omthrombospondiii- 
l_gene,jpartial_cds 

ul6861_1076-1610,inwardjrectifying_j)otassiumjchamel^^ 
10 u2813 l_88-283,hmgi-c_chmeric_traiisciipt_tnma,^ 

u29700cds_1308-1644:in_reversesequeiice,_8352-8382,anti- 

muUeiiaaJiOTmone_typeJttjrecq[)torj 

u35340j442-868,betaJbl-ciystalUn_imiia,_complete_^ 

u38227_3-411,testis-spedficJiexokmase(hhkl-tb)_ni^ 
15 u45982cds_759-1035:inj»versesequence,_1110-1338,gj)rotein-coupledj:ecep^^ 

6 gene, complete _c 

u49742cds_744-984:in_reversesequence,_5287-5473,rhodopsin _gene,_completejcds 

u50146ii3ma_39-543,typeneuropeptide_yjreceptorjCnpy_jr2)jgene 

u62433_2748- 

20 33 1 8,mcotimc_acetylcholme_receptor_alpha4_8ubi^ 

u76366j^225-4720,treacher_collim_syndK)mej(tcofl)_mrna^ 

u79303_939-1479,clone_23882_mma,_completejcds. 

u83 1 7 1_23 13-2865,macropliage-derivedjJ5hemokinejpre<mrsor_(mdc)_^^ 

x05323cds326-792:not_in_gbj-econi,iiirc_ox-2 _jgene_signal_sequence 
25 xl4830cds_1033-1423:in_reversesequence,_1547- 

1 57 1 ,mnm_for_muscle_acetylcholme_receptor J3eta-su^ 

xl6666cdsj422-84 1 :m_reversesequence,_894-984 Jiox2i_ninia_fi:omjthe_hox2_locus 

x64044cds_1066-1402:in_reversesequeiice,_1538- 

1592,minma_forJ[arge_mbvimM>fjsplici^^ 
30 x71 135cds_1083-1308:mjreversesequence,_1752-1977,sox3_gene 

x73 1 13cds_2973-3339:injreveisesequence,_3430-3520,mma_for_fest_^ 

alljx74496_1967-2520,nOTia_forjp>n>lyljol^^ 

x76770imiia_1421-193 l,pap_mma 

x78710mma_2773-3247,mtf-l_iimia_for_metal-reg^^ 
35 aUjt79200_380-600,mma_for_syt- 

ssx,_synovial_sarcoma_translocationjunction/gb==x79200j'ntype^^ 

x83572_1392-1920,arsd_imna_ 

aU_x9392I_942-1471,mma_forjpiX)tem-tyrosine-phosplmtase_(tis^^^ 
y09321cds_1961-2375:iajrevei^esequence,J2423-2501,tafiil05_nim 
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y09392exon#4_364-884,iiuiia_forjwsl-k,_W-sl_m 
yl0141cds_56-286,datl_^ene,_j)artial,jvntr/gb==yl0 
z4703 8cds_267-698,paitial_cdim_sequence^clone_xl 01 , jutative jatiic^^ 
associated;_protein_la_(iiia 
5 z48510exon#5-7_47-6:mjreversesequence,_471ptg_iiinm^ 
268274Qds_182- 

632,dna_sequence_£rom_cosiiud_1129h7,Jiimtmgton_dise^ 
Metagene 182 

10 

dl6626j2478-3006,ninmjror_Ws1idase,_complete_cds 
d84424_1603-2053,fetalJbrainjnma_for_hyaliTO 
hg2999-ht4756_s_atjbg2999-ht4756_thyroidjpen>xidase,_d^ 
13 1529cds_l 308-1 578:injreversesequence,_1945-2053,betal- 
15 syntrophia_(sat_bl)__gene,_coinpletejcds_ 

m81650mma_1200-1566,semenogelm_i_(semgi)^ene,_complete_cds_ 

u46023_4040-4544^q28_mma,_completej3ds_ 

aU_z48570_1408-1991,spl7_gene_ 

20 Metagene 181 

af000545cds_461- 

983,putativejpuimeigic_receptorj>2yl0jene,_completej^^ 
d79995_4440-4806,mma_for_kiaa0173 _gene,_complete__cds 

25 hg23 14-ht24 1 0_atjig23 14-ht24 1 0_4-beta-galactosyl1ransferase 

hg2325-ht2421_atJig2325-ht2421_retmoic_acidjreceptor,_gaimna_2_ 
j00212mrna_393-761,leukocyte_interferon_(ifia-alpha)_alpha-f^^ 
140394inma_1312-1750,(clone_sl94)_inma,_3*_,end_of_cds__ 
I77566innia__l 103-1655,dgs-i_i3Qma,_3'_end_ 

30 ml55 17cds#3_155-419:injeversesequence,_803- 

923,_ttr_^ene_extracted_fix)mmufantjpi«albiuim jgene_direc 
in55267ixmia_573-1035,evl2_protein^exie 
m77235_7902-8418,cardiacj»trodotoxin-inseiisitive_voltage- 
dependent_sodiumjchaimeI_aIpha_subunit_Chh 

35 m80899_3582-4002,ttoveljprotemjahnak_inn^ 
all_m81780_3896- 

4359,_smpdl_gene_(acid_sphingomyelmase)_extracted_firomacid_splim 

m86934_1529-1973,gsl_(protein_ofjunknown_fimction)_i^ 

m90820_1286-1742,rapaOTycm-binding_protein_(fkbp25)_nmia,_c^ 
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s77415odsj66(>-948:mj:eversesequence,_1449-1617,jaaelanocort^ 

4_receptor_|Tbiiman,j|OTiomic,_1671_ntL 
u01212cds_153-411:mj:eversesequence,_1715- 
1943,olfactoiy_markerjprotem_(omp)_^ene,jcom 
5 u03'l87_1505-2015,U12_receptor_component_inma,__complete_cds 
u09607_3463-3730jak_familyjprotein_tyrosinejkinas 
ull717_3500-3743,cdciim_activatedjpotassium_chaimel_(hslo)_mriia,_^ 
ul2779_1685-1959,mapJdnase_activatedjrotem_kiimseiim 
alljal3061_518-10204ehydroepiandK)Sterone_sulfo1^^ 
10 u20325exon#3_57' 

477,cocamejand_amphetammejregulate^^ 
u27330_1474- 

1933,alphajCl,3)_fucosyltr«insfcrase_(fat5)_i^^ 

ii30 1 85_1 98 l-2485,oiphattjopioid_receptor_imna,jDQmplete_c^ 
15 u3233 l_1974-2526^g_iiima,_completej5equence_ 

u46901mma#l_1088-1640,nacp _gene__ 

u48437_1855-2293,amyloidjprecuraor-like_j>roteiiimma,j^ 

u57057cds_1239-1515:injreversesequence,_1871-2069,wdjprotein_irl0_i^ 

u63312exon#ljl-199:not_in_gbjrecord,cosmid_1112nc01- 
20 242el,_etv6_gene,_exons_lb_andand_j)artiaLcds/gb 

u79266_972-1482,done_23627_mma^complete_cds. 

u79302_1414-1906,clcme_23855_mraa,jpartial_cds. 

u80987j438-948,transcription_fectorJbx5j3Mrna,^^ 

u82759_406-571,homeodoinainjroteia_hoxa9_tama,_complete_^ 
25 aUjx0420 1_6 1 9- 1 073,skeletal__muscle_l .3 Jcb_mma_for_tropomyosin 

x66364cdsj454-814:in_reversesequence,_922,inmajssake_for_serm^ 

aU_x67734_4037-4470,nima_for_trausient_axonal_glycoprotei^^ 

alljc69699 J2 1 55-2654,pax8_mnia_ 

aUjx83378j^940-5523:;nima_for_putativejcWoride_cha^ 

30 

Metagene 151 
ac002464cd5j799- 

1345,bacjclone_rg331p03,_complete_sequence/gb=ac002464j'ntype^d^ 
35 d87457_l 568-2060,mma_forJdaa028 1 jgene,_complete_cds 
hg4109-ht4379_atjig4109-ht4379_olfactory_receptor_orl7-30 

u3 1 2 1 5_3797-4037,metabotropic_glutaniate_receptoralpha_(niglurl alpha)__mnia,_complete_cds 
x03473cds„270-552:in_reversesequence,_1054-1150,gene„forjustonejil(0) 
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x06948cdsj482-680:mjrevOTesequence,_918-1146,mnia„fo^ 
subuiiit_(ft 

aU_zl2173_1808-2361,gns_iiima_encoding^lucosamine-6-sulphato 
5 Metagene 124 

alljx00038_599-718,h4_histone^ene_ 
Metagene 102 

10 

d25215jl^320-4839,mma_forjdaa0032_gene,_complete_cds 
d86974_5077-5308AnniaJBDrJdaa0220 ^ene,jpartial_cds_ 
hg3123-ht3299_atJig3123-ht3299JiomeoticjproteiJi jgbx2_ 
120861_3555-4089,pK)to-oncogene_(wnt-5a)_mma,_compl^^^ 

15 129339nmia_1862-2324,tia:^/glucose_co-transporter_(sgltl 
m91083imna_989-1469,dna-bmdingjrotem_(hrcl)jtm 
m96684_609-867,pur_(pur«alpha)jnriraa,_complete_cds 
s90469_1802-2300,_cytochrome_j)450_reductase_[h\nnan,_j>lacenta,_^^ 
u05237_2 1 92-2570,fetal_al2-50-reactive_clone(facl)_niina,_complete_cds_ 

20 u 1 3 896_2487-30 1 5,homolog_of_,drosophila_discs Jarge jrotem,_isoform(hdlg- 
2)_mma,_jcoiiiplete__cds 

u47054_853-1357,putative_mono-adp-ribosyltramferase_(hlin^^ 
u50327iimia_1463-2020,protemjkmase_c_substrate^ _^ene_Cprkcsh) 
u66615jt601-5165,swi/siifjDomplex_155Jcdaj8ubumt^^ 
25 u79288_l 035-1509,cIoneJ23682_ninia_sequence_ 

all_x69878_3909-4372,flt4jiima_for_transmembrane_tyro 
alljs:83618_1574-1995,,mma_for_3~hydroxy-3-mediyIglu^ 
x96506cds_96-44 1 :mjreversesequence,_600-63 1 ,mmajfornc2_alpha_$ubunit_ 

30 Metagene 90 

ml6653mim_652-742,pancreaticjBlastase_ub_inma,_com 
s83513_1328-1840,_pituitaiy_adenylate_cyclase_activatingjpolypeptide_^ 
u08049exon_19-475,peripheraljmyelin_j)rotem-22_(pmp22)^ 
35 coding__exon_la/gb=Q08049_/ntype=dna 

ii24056_l 237- 1 787,mward_rectifier_k+_channeijpn)tem_(hkk2) 

u43885_1914-2442,grb2-assodatedJbinder-l_mma,_complete_cds_ 

z49105nmia_1064-1259,hd21_mma_ 
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Metagene 56 

ab000467_1590-21 18,_clone_res4-25,_j)artial_cds 
d 1 6 1 8 1 exon__l 310-1712 ,pmp2^ene_for jeripheraLmyelin_j)n)tei^^ 
5 hg4165-lit4435_atjig41 65-lit4435Jipc-l_ 

117328_1400-1868,pre-1/iik_cell_assodatedjrotein_(3cl)_mm 
122650_84-636,early_lymphoid_activation_j5rotein_(qpag)jmma_s 
m24902mma_2694-30 1 8,prosmtic_acid_phosphatasejtmiui,_coniplete_cds_ 
in82882_3023-3503,cis-acting^sequence_ 
10 s76617_2203-2569,jbllc=pix)temjyrosmej^ 
s78467_987-1384,j)ig-a- 

n=glycoinositol_j)hosphoUpid_anchc>rj5yntheticjde^ 
u20350 2697-3045>g protein-coupled receptor v28_nima, .complete_cds_ . 
u46194_1466-1997,renal_ceU_carcmoma_aritigen_rage-4jmi^ " 
15 u66726_2378-' 

2846,testis_specific_raa_bindmgjprotein_(spgyla)_mrim^c 
ii85265_7- 

63,dowaj5yndromejDritical_region(dscrl)^ene,jdteraativejexoii/gb=ni8 

20 Metagene 35 

afD12024_658-1175,integrm_cytoplasmic_dDmam_associatedj[>]x>t 
lb)_inma,jcomplete_cds/gb=^afiO 

d23660_889-1369,mma_for_ribosomal__ptotem,_coinplete_cds_ 
25 d3 1 8 83_61 53-671 1 ,mma_for_kiaa0059_gene,_complete_cds 

d78361_504-942,iiima_for_orm1hine_decaiboxylase_antizyme,_oi^^ 

d8633 1_1 28 1-1 777,mt2-mmp^ene_for jnatrixjmietalloprotem,_complete_cds 

hgl 103-htl 103_atjigl 103-htl 103_guamne_nucleotide-bindmgjproteinj:al,_iBS-oncogene_relat^ 

hgl80-htl80jatjigl80-htl80_almak-ajracleoprotein_ahnak~a_ 
30 hg2873-ht3017_at_hg2873-ht3017jnT3OSomaljproteinJ30Jiomolog_ 

hg3362-ht3539_s_atJhig3362-hB539_climmosomal-translocati6njass jgenejtgl9/enl_ 

hg3395-h0573_s_atJig3395-ht3573jdnajJiomolog,_altspUce_fonnJJ 

hg3549-hG751_atJbg3549-ht375ijwdlm_tiunor-relatedjrote^ 

hg43 1 9-ht4589_atJig43 19-ht4589__ribosomaljprotem_15 
35 hg821-ht82 l_atJig821-ht821_ribosomaI_protein_sl3_ 

j03592_707- 1 085,adp/atp_traaslocase_mma,_3*_end,_clone_phat8 

j046 1 7cds_l 069- 1 364:m_reversesequence,_3823-4030,elongation_factor_ef-l- 

alpha_gene,_complete cds_ 

104483_39-272,ribosomaljprotein_s2 l_(rps2 1 )jtnma,_complete_cds_ 
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106499inraajl-301 ^bosomal jrotein_B7aj(rpB7a)_iiinia,jcomplet^^^ 
106505inma„259-553,ribosomaljprotem_112_iiima,_com 
107868 JJ919-5429,receptorJyrosineJkinase_^ 
11 1 566_77-521,iibosonaal_protein_ll 8_(ipll8)jtnma,_coinplete_cds 
5 alLml0277_3236-3578,cytoplasmic_beta-actin_gene,_complete_cds_ 
ml7886mma_7-475,acidic_ribosomal_phosplioprotemjl_mma,_com 
ml 8000cds_78-360,ribosomal_protein_s 1 7_gene,_complete_cds 

ml9828exon#8_1305-1576:m_revei:Besequence,_14367-14518,apoHpoprotemJ)-100_(^ 
m24194mjma_504- 
10 1023,mhc_j>rotemJliomol6gous_to_chickenJ>_compl^^ 
all„m31520„25- 

590,nbosomal_j>xt>tem_s24_jmnia^bosomaijpro 
m3152Qmma_2- 
. 106,ribosomaljprotem_s24_mma,ribosomaljrotein_s24_ii^ 
15 m36072 368-770,iibosomaljroteinJ[7a_(surf_3)_large_subumt^^ 
m55409_556- 1 069,pancreatic_tiimor-related jrotem_mrna,_3'_end 
m58603_3120-3600,nuclear_fectorJcappa-b_dnajDinding_subiiijit^^ 
b)_rama,jcoinpletejcds 

m60 854_1 9-373 ,ribosomaljirotem__s 1 6__inma,_complete_cds_ 
20 m64098_3873-4305,Wgh_densi1y_Hpoprotemj5inding_pK)te^^ 

m64716mnia_3 1-45 1 ,ribosomal jrotein_s25_nijna,jcomplete_cds_ 

m81757_49-421,sl9_ribosoinaljprotem_inma,_co^^ 

s79522_19-481,_ubiquitin_carboxyl_extensionj)n)te^ 

u07804_l 857-23 84,diia_topoisomerase_i_mnia,jpartial_cds_ 
25 u07806_2865-3382,camptothecin_resistant_clone_cem/c2_dnajtopoisom 

u09953_153-621,ribosomal_j)rotem_19_mnia,_complete__cds_ 

ul4968_133-451,ribosomal_j)rotein_127a_nmm,_complete_cds_ 

ul4969j43-45 1 ,ribosomaljprotein_128_mma,_complete_cds_ 

ul4971_91-661,ribosomaljf)roteinjs9jnmia,_complete_cds 
30 ul4973_13-235^bosomaljpn)tem_s29jmma,jcomplete_cds_ 

u25789_l 9-48 1 ,ribosomaljpxx)tem_12 l_jnma,__complete_cds_ 

u49352_548-11063ver_2,4-dienoyl-K:oa_reductasejaania,^^ 

u49785_3 1 1-641 ,d-dopachrome_tautomerase_iiirna,_complete_cds. 

u78027niina#3_3-350,J441jgeneJ144- 
35 likejdbosomaljrotem)_extracted_frombmtonjlyrosine 

u79273_85 1-1 127,clone_23933_mma„sequence 

u83461_1235- 

1 6 19, putative jcopperjuptakejrotem_(hcti:2)_mma,_ _complete_cds/gb==u8346 l_/n«ype=ma 



777 



wo 2004/038376 



PCT/US2003/033946 



x01677cdsj629-983:in_reveraesequence,_1109-1229,liverjara 
phosphate^dehydrogen 

x03342cds_51-375:injreversesequence,jl39-445,mma_fo^^^ 
x0661 7nimaJ3 l-475,inraa_forjibosomarprotem_sl 1_ 
5 xl6064cds_147-483:in_reversesequence,_625- 

745,inma_for_timislationaUy_controlled_tumorjpro 
xl7206cds_l 1 l-585:m_reversesequence,_885,inrna_for_llrep3_ 
x52966cds_ll-299:injreversesequence,_19-373,mrna_for_ribosom^ 
x55715cds_228-618:in_i:eversesequence,J748-784;hums3_iiima_for_^ 
10 x56932cds_l 14-576:iii_reversesequeiice5_61 l-623,iimiajFor_23Jkd_higMyj3asic_protein_ 
x56997inma#l_19-475:not_iajgb_recoid,uba52_gene_c^ 
52_aininojacad_&sionjMrotem 
aUx64707_401-888,bbcl_mnia_ 

x67247mma_116-662,ips8 _gene_for_ribosomal_j)iiotemjs8_ 
IS x69 1 50mma_25-403, J06432mma_for jibosomal_j>roteinjBl8 
x79234cds_l 15-51 l,nima_for ribosoinal_protein 11 1__ 
z26876_43-328,gene_for_ribosomal_proteinJ38_ 

z28407cds_220-703:injreversesequence,_809-818,mma_for ribosomaljprotei^^ 
z49148cds_2-418:mjreversesequence,_18-589,mma_forjdbosomaljro^ 
20 z69043cds_66-489:in_reversesequence,_30-598,inma_transloccin- 
associated_j>rotemjdeltajsubimitjprecurs 
aU_z70759_4-251,mitochondrid_16s_mm_gene_(partial). 

Metagene 2 

25 

dl3633_2141-2597,mma_for_kiaa0008_gene,_completejC5ds 
1 1 978 3_8 95-1351 ,gpi-h_mma,_complete_cds_ 

B3262_1751-2273,dna_repair_and_recombination_homologue_(rad52)_^ene,_c 
m29927exon_229-703,oniillime_aminotransferase_gene_ 
30 u09087J2090-2543,thymopoietmj3eta_inma,_complete_cds 
1x6761 1_788- 

1 130:not_in_gbjrecord,_moiisejiansaldolase^ene_i^^ Wn1ype=ma_ 
u72936_9836- 

10377,putative_dim„dependent_a1pase_andjielicase_(atix)j^ 
35 allx6749 1_839-1 137,geiieJbr_glutainate_dehydrogenase_ 

x99586cds_12-223:in_reversesequence,_329,ii3ma_for_smt3cjpr^^ 
246629mma_3352-3730,sox9__nima 

Metagene 1 
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100137cds#l_6-234:in_reversesequence,_.8- 
134:notJuijgbjrec»rdji_jihrfjene^ 

m33478mma_653-l(M9,33-kda_j)hototransducmg_j)rotein_im 
5 aU_m34344_114-364:m_m34344cds_3032-3069,platelet_glycoprotemJibJ 
m628 10_1350-1 8 18,mitochondriai_transcription_factoiinina,_c 

m73239mmaJ21 14-2638,(clone_sfl)_hepatocyte _growth_fector_(hgQ_xnma,_completejcds_ 
mS 1758_7258-7798,skeletal_muscle_voltage- 
dependent_sodhmjchaiMiel_alphaj^ 
10 aU_u51561_10617-28244:mja51561cds_50,cosmid_n79e2,_complete^^ 
u75309_1813-2376,tbp-associated_fector_(htaffil00)_nmi^ 
u9509(hnma_2166-2418:m_fullsequOTce,_36716- 
36854,chiX)mosomccosmid_fl954 1 ,_coinpletej5equeiice 
aUjxl3766_14-551,beta-casein_iiinia_3'_-ten^^ 

15 

Metagene 434 

all_m26665_267-307,histatin(Tiis2)jraurna,_complete_cds,W^ 
m28130imiia_654-1002,interleukin(il8)__gene,_complete_cds 
20 m33684cds_288-788,(clone_lambda-10-2)_non-receptor_tyrosmejh^ 
ul0492_1894-2266^oxljn)teia_(moxl)_mriia^complete_cds 
ul S985_2460-2922,triadm_nima,_complete_cds 

u48213niraa_1031-1601,d-sitejbmdiiigjiroteiii _gene,_promoterregion_and 

25 Metagene 408 

d42039_3568-4074,mma_for_kiaa0081 __gene,_partial_cds_ 

d55643_443-1019,spleen_pabl_(pseudoautosomalj3Oimdary- 

like_sequence)_mma,_clonejsp2/gb==d55643__/ntyp 

30 

hg3993-ht4263_atJig3993-ht4263_cpg-eimched_dtta,_clone_sl^ 

102785Ji412-2790,colon_mucosa-associatedj(dra)jmim,jcomplete^ 

m28826_976-1252,thymocyte_antigen_cdlb_inma,jcomplet€LC^ 

35 Metagene 211 

ab006190_705-U79,mrna_for_aquaporm_6,_compIete_cds/gb=ab006190j'ntyp 

dl3642jt248-4722,mma_forjkiaa0017^ene,_jcomplete_cds 

d3 1 8 1 5 J797-1295,mma_for_smp-30_(senescencejtnarker_pro^ 
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d31846exoiiM_179-713,gene_for_aquaporin-2_water_chaim 
d38305J701-l 18 l;nanmJFortob,jconiplete_cds_ 
d63482_1722-2226,mnia_forjdaa0148 jgene,_complete_cds 
d82070_285-843 ,acl_mraa,_complete_cds 
5 d85527_37-349,inma_for_lim_domain,_j)artial_cds/gb=d8552^^^ 
d87460_2023-2503,mma_forjdaa0270^ene,_jpartial_cds_ 
d87468_2496-2886,mma_forJdaa0278_jgene,_j>artiaLcds_ 
hgl 649-htl 652_atjigl649-htl652__elastase__ 
hgl800-htl823_atJigl8004itl823_nT)osomaljrotein_s2^^ 

10 hg226 l-ht2352_atjig2261-hl2352_antigen, jiostate_specific,_altepU^^^ 
hg2604-ht2700_atJig2604-ht2700_j>an-2_ 
hg3432-ht3618_atJig3432-ht3618_fibroblast.,jgrowth_fe^ 
hg3987-ht4257_atjbg3987-ht4257_qpg-enrichcd_dna,_cl^^ 
hg4036-ht4306_at.hg4036-ht4306_retinoblastoma_ 

15 hg405 1 -ht432 l_atjig405 1 -ht4321_cholme_acetyltraiisferase__ 
hg4662-ht5075_at_hg4662- 

ht5075_omega_Ught_chain,_iinmunoglobulm_Iambda_lightj^ 

hg896-ht896_atJig896-ht896_thrombospondin_ 

hg919-bt919_at_hg919-ht919_dna_polymerase,_epsilon,_catalytic_^^ 
20 aUJc03460_3-379,alpha-tubulinJso^eJi2-alpha_gene,jM^ 

120965_3 164-3680,phosphodieste]:ase_iiima,_coinpl6te_cds 

123852mma_1122-1674,(clone_zl46)_retinal_iiin^^ 

136720__66 1-121 9,bystin_mma,_complete_cds_ 

142621mma_l 775-223 l,ly-9_nima,_coniplete_cds 
25 177561mma_583-1093,dgs-d_mTiia,_3*_end 

all_ml3903_l 676-203 1 ,involvicrin_mma_ 

m27749_245-323,immimoglobulm-related_14.1jprotem_iiini^ 

related_14.1_pr 

m30185inma_1234-1666,cholestei:yl_ester_traasfer_^^ 
30 ni34079_830-1298,immunodeficiency_vinis_tet_ti™sacti^^ 
1 )_mma,__complete__c 

m34 182mma#l_l 1 12-1517,testis-specificjproteinjki^ 
876992_2182-2710,_vav2==nrav_oncogenejiomologjhuiiian,_fet^^ 
s7877 1_1 149- 1 66 1 ,_nat=cpg_island-associated_gene_[hiiman,jtiima,_^ 
35 s81003_130-640,J- 

ubc==nibiquitin_conjugatmg_en2ymejhuman,_odontogeni^^ 
uOl 157_2506-2992,glucagon-like_peptide- 
l_receptor_inma_with_ca_dmucleotidejrepeat,jcompletej^ 
u01922j405-921 ,btk_region_clone_fci-12_niiiia 
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u08336_368-872,basic_helix4oop-helixjli:anscription_fact^^ 
u09210_1910-2396,vesicidar_acetylcholme_traiisporter^^ 
ii20908cds_13-193,clone_350/2_melanQma_iibiq[uitTO^ 
l)_gene,__partial_cds/gb=u20908 
5 u3 1903_2052-2510,creb-ip_(creb-jp)_xmna,_complete_cds 
u34880_1699-21794pl^Linina»-Complete_cds 
u37673_2848-3412^euron* 

specific_vesicle_coat_j)rotem_and_cerebellarjdegeneratio 
u39576_2486-2852,butyrophilinjrecursorjmma,_c^ 
10 u49089_2571-3075^eim)endoc5rine-dlg_(ne-dlg)_mn^ 

u52696J703-742,adreiial_creb-jp_hQmolog_(creb-ip),_complete^ 
x_(xb),jpartial_cds,jmr 

xi59302_4047-4617,steroidjreceptor_coactivator-l_f-src-ljimna,_ 

u62317inma#3_1056- 
15 1488,_hypotlieticaljprotem_384d8gene_ex1racted_from_chromosome_22ql3_^ 

u66059cds#21_49-283:m_reversesequence,_207121-207343,geimline_t- 

cell_receptorJbeta_chain_dopamine-b 

u73328_9 18-13 14,dbc7_(dk7)_inma,_coinplete_cds_ 

u76764_2544-3054j,cd97_ninia,_complete_cds_ 
20 u78521_655-l 1 ll,immimophilm_homolog_ara9jtxima3jcompl^^ 

u78678_191-683,thioredoxin_mraa,_nuclear^ene_encodmg^mitoch^^ 

u79258_8 61- 1407,clone_23732_innia,jpartial_cds 

u8 1001_2773-3039,smpn_iniiia,_3'_irt^^ 

u90543_2445- 

25 2739,butyrophilm_(btfl)_mma,_complete_cds,butyro 
u96629mraa#2_3194- 

3722,_2a8.2 _^ene_(unknownjrotein_cit987sk_2a8_l)_extmcted_fi:omchrom^^ 
dl_xl4085„125 l-1422,iimia_forJbeta- 1 ,4-galactosyltransferase_(ec_2.4. 1 .22)_ 
^ dl_x62573_1608-2161,ma_&r_fcjreceptor,Jc9 
30 all_x66785J2930-35 1 1 ,mraa_for_transacylase_(dbt)_ 
alLx788 17J2647-3236,partial_cl_inma_ 
alljx83368j4789-5345,irmia_forj;ihosphaddylinositolk^ 
x9640 1_1 673 -2 1 86,mnia_for_rox_protem 

x96924mnia_l 1 84- 1 2 1 5,gene_encodmg_mitochondriaLcitmte_ti^sportjprotein 
35 all_x99133_5342-5685:m_x99133cds_563-597:not_m_gbjrecord,ngaljgeiie__ 
z3 1 560cds_475-923 :in_j:eversesequence,_953,sox-2_jnraa_^artial) 

Metagene 145 
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ab00M50_1298-1730,imTia_far_vdc2^complete_cds_ 
ab000464_328 l-3743,jdone_res4-24a,jBxon_l ,_2,_3,j4_ 
abOOl 106_3542'4088,mma_ferjgHa_matiTOtion_fector,_^ 
d00723_642- 

5 111 O,mma_for_hydrogen_camerjprotem,_a_component_of^ 

dl 1 151exon_1936-2434,dnaJfor_endo1iielin-a_receptor,_5'_flaiil^ 
dl2625_2036-2219,iimia_for_nfljprotein_isofonn_(nem-ofibro 
dl2676_1884-2220,mina_for_lysosomaLsialoglycoprotein,_complete_cds 
dl3635_4583-5 1 IT^mmaJbr JkiaaOOlO _gene,_complete_cds 

10 dl3789_1594-2062,mim_forjtt-a(»lylglucosaminyltransfe^ 
dl4662_1082-1592,innia_forjdaa0106jgene,jcomplet^^ 
d21 163_3183-3693,mmajforjdaa0031__geiie,jcompletejcds 
d86549_609-969,imiia_forj>97_homologous_j)rot3eii^ 
d88532_30 1 6-3328,iimia_for j55pife,_complete_cds_ 

15 104733_1785-2265,kinesm_Hght_cliain_mma,_complet^^ 

10848 8_1 206-1 644,inositol_polyphosphate_l -phosphatase_jnma,_completejcds_ 
I13434_2304-2850,chromosome_3p2 1 . l_gene_sequeiice,__coinplete_cds_ 
122009_1 642-2056,hnmp Ji_mma,_complete_cds 
127476_3901-4429,xl04jmma,_complete_cds_ 

20 138933mim_883- 

1393,_theJiongestjopen_reading_frame_j)redicte^ 

141939mnia_3 197-373 l,(clone_fbk_iiM lc)_pix)tein-1yrosme_kinase_(dit)jnDm 

iii37190mma_1220-1796^_inMbitorjDama,_3^ 

all_m54968_5 1 80-5775,k-ras_oncogene_j>rotein_ijmia,_CK)mplete_cds_ 
25 m64936 2808-3264,retinoic_acid-mducible endogenousjretroviral_dna 

m91029exon#3_2581-2977,amp_deaminase_(ampd2)_mnia_ 

s59049_786-1314,_bl34=b_cell__activation _geneJhuman,jnma,_1398_ntL 

s73 1 49inma__293-827,_msulin- 

like_grow1h_factor_ii_{mtronJ7 }_[buman,_^ 
30 u08023_3037-3529,ceUularjproto-oncogene_(c-mer)jmnia,_compl^^^ 

u083 1 6_17 19-2235,insuIm-stimubtedjprotein_kin^^ 

ul5782_2237-2681,cleavage_stimulation_factorJ77kdajsubun^^^ 

u23028_1702-2236,eukaiyotic_mitiation_factor_2b-epsflon_^^ 

u39487_3877-4339,xanthme_dehydix)genase/oxidase_nmia,_complete_cds_ 
35 u8565 8_23 10-2736,tran5cription_factor_erf- I_mnia,_completejcds_ 

x62083_3969-4029,mraa_for_drosophila_feinale_sterilejhomeotic_(fsh^ 

alLx69962_4 1 88'4308,finr-l_inraa 

aU_x82125_2007-23684iok-2_mma_forjzinc_fmgerjprotein 
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Metagene 143 

dl4663_785- 1 259,mma_for JdaaO 107_gene,_completejcds_ 
d3 849 6_3 6 1 5 -4 1 70,mnia_for_lztr- 1 ,_complete_cds_ 
5 d42084_2 1 12-2610,mma_for_kiaa0094^ene,_partial_cds_ 

d49400_l 15-6555fetusJimiii_mma_for_vacuolar_a1pase,jcomplet^^ 
d84294mma_8552-9020,iiima_for_tprdi,_comple^^ 
d86988_4716-5220,mma_for_kiaa0221_gene,_complete_cds 
d87445j6334-6892,nuiia_fbrjdaa0256jgene,_complet^^^ 

10 hgl322-ht5143_s_atJhgl322-ht5143_smaU_nucIearjribonucl^^ 
hg3484-ht3678_s_atJhLg3484-hl3678_piDtemJki^ 
j04794nima_567-1071 ,ddehyde_rediK?tasejtiiriia,jcom 
109209_3 1 14-3666,amyloidjprotein_homologue_iiirna,_complete__cds_ 
135249inma_2225-2690,vacuolarjb+-atpase_nir 56,000_subxmit_(ho57)_^ 

15 149380mma_291 6-34 14,clone_M_transcription factor zj5n l_mma,_complete_cds 
ml4483inrna_41-443,jtma_gene_extracted_firomprothyraosin^ 
in26708_549-1008,pn)thymosm_dplia_nima_(prot-alpha)^^^ 
m9 1432mma_l 664-2144^edium-chain„acyl"Coa_dehydrofienase (mead) gene 
uOO 1 1 5_3001 -345 1 ,zmc-fmger_j>rotem_(bcl-6) jaauma,_complete_cds 

20 u09825_3156-3522,acidJBngerjprotem_inma,_com^^^ 
u2297(hiinia^l_205-749,_16-jim_^eQe_(interferon- 
induciblejpeptide_j)recursor)jextracted_fix)minterfb'on- 
u26424j2237-2735,ste20-likejdnase_(mst2)_mma,_complete_c^^ 
u45328__59 1-1 079,ubiquitm-conjugating_en2yme_(ube2i)jmma,_comple 

25 u60061_905-1325,fez2_mma,jpartial_cds_ 

u61397_875-1173,ubiquitm-homology_domamjproteinj^^ 
u80017inma#3_892- 

1444,Jbt£2p44_gene_(basic_ttanscription_factoip44)_extracte 

u91930j4196-4682»ap-3jcomplex_delta_subTUutjtnm^ 
30 U9193 l_3081-3489,ap-3_complexjbeta3a_subuiut_mma,_complete_cds 

u91932_778-1210,ap-3_complexjsigma3a_subimit_innia,jcompl^^^ 

u92014_8 17-1366,clone_1217 i I_defective_marinerjbraiisposonJhsmar2_mma_s^^ 

aU_x03484j241 8-2947,mrna_for_raf_oncogene_ 

x60787mma_2434-3000,inma_for_transcription_fectorjlf^ 
35 all_x62534_726-n37,hmg-2_mma__ 

all_x63692_4825-5348,mraa_for_dna_(cytosm-5)-methyltransferase 

x65784cdsj58-399,car_gene 

all_x66899_1902-2323,ews_mnia 

x69838cds_2756-2924:in_reversesequence,_3043-3331,imim_^^^ 
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all_x69910_2339-2892,p63_mmajforjransme^ 
alLx70394_2591O156,orf_nima 
aU_x72889_5441.5844Jbbnnjmnia_ 
all_x73478_2042-2637,hptpajmnia 
5 all_x79536_1005- 1 156,mnia_for_hmiipc6re_protein_aL 
all_x8669 1_5 882-6399, iiiinajror_2 1 8kd_mi-2_protein_ 
alLx89750_1061-1512,mma_forJgifj)rotem_ 
all__x95404j482-l (H7,mma_for_non-musclejtype_cofilin_ 
x95735_1628-2168,mma_forjzyxiiiJ2 
10 aUjx98743_2619-31 124mna_forjmJieUcase_(myc-regufate^^ 
aU_y00815_7107-7684,mma_for_lca-homologlarjrotein_^ 
all_y08614_3715-41 18,mma_forjDml_pix)tei^^ 
alL224724_1263- 1 840,polya_site_dna 

z26491exon#5_388-430,gene_for_catechol_o-methyltransferase_ 
15 all_229505_l 140-1468,mma_forjQUcleic_acidJbmding 

Metagene 108 

ab003102_956-1442,nimajForjproteasome_subiuiit_p44.5,_^ 
20 dl4659_648-1134,mnmjforkiaa0103 ^ene,_complete_cds_ 
d21260_5600-6002;mma_forjdaa0034__gene,jc^ 
d31885_1773-2169,mmaJForJkiaa0069_gene,jartial_cds_ 
d38551_3082-3592^ma_forjdaa0078jgene,_jcoinplctejcds 
d38555_3911-4421,mma_for_kiaa0079_gene,_complete__cds 
25 d64142mrna_625-l 177,mma_forJhiistoneJilx,jcomplete_cds_ 
d78 129^568- 

1024,adult_(34_year_old)_malejiver imna_for_squalene_e^ 
d85429exon#3_813-1347,dna_for heat_shockjroteinj^O,_complete_cds 
d86972jl 190-46 10,nima_forjdaa021 8^ene,jC5ompletejcds 

30 d87120_1936-2314,canceUousJbone_osteoblastjnmm_for^s3786,_c^ 
hg2788-ht2896_atjig2788-ht2896_calcyclm_ 
hg2874-ht3018_atJbg2874-hl3018jibosomaljpiotein_139JhLomolog 
109604_339-8 1 9,differentiation-dependent_a4 jrotem_mma,_complete_cds 
119779_7-496,histone_h2a.2jtimia,_complete_cds_ 

35 138928mma_274-832,5,10-metbenyltetrahydrofolate_synthetase_mma,jc 
142542mma_3353-3803,rlip76_protem_mma,_complete_cds_ 
m31642mma_802-1288,hypoxanthinej>hosphoribosyltransfejra^ 
m58460_13 1 1-1490 J5-kd_autoantigen_(pm-scl)_mma,_completej:ds_ 
aU_m59830_2432-2661 ,inhcjttijisp70-2^ene_(hla),_comple^^ 
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m60922_197 l-2427,siufece_antigenjtnma,__completejcds 
alLm905 1 6_2559-3058,glutamme:firucftose-6- 
phosphate_aiiiidotramferase_(gfet)jnMiia,jDomple^^^ 
u76992_2 1 37-2533,tat-sfl_mraa,_coinplete_cds 
5 x55079mnm_3257-3366:not_in_j;bjrecord,_^aa_^ene_ex^ 
glucosidas e g ene exon 
x57985mma#l_1652- 

2168,^1105 gene (Mstone h2b) mtracted fromgenes for h2b,l_aadji2a _ 

y07867cdsjS43-787:injreversesequence,_1087-1237,mm 

10 

Metagene 50 



dl0667J2830-3307,mma_for_smooth_muscle_myosin_heavy_chain^ 
m72885inma_207-750,_g0s2jgene_extracted_fi:omgos2_gene,_5'_fl^^ 
15 aU_u22028_8029- 

8330,cytochrome_j>450_(cyp2al3)_^ene,_complete_cds,c5rtochrome_^ 
u92459_2702-3 1 94jnetabotropic^ltttamate receptonnma^ complete cds 



Metagene 18 

20 

u3923 l_1739-1979,gip_recqptor_(gipr)_mma,_jconiplete_cds 

aUv00503J2330-2452,nmia_encodingjpro-aIpha-2_chain_ojQy^ 

all_x79200_380-600,mma_for_syt- 

ssx,_syaovial_sarcoma_tmnslocationjimction/gb^79200j^nl3^ 

25 

Metagene 13 

all_d32001_61-294Jhusaal g^ene for serum amyloid al _gamma,_exonand_intron_3_ 
hg2059-ht2 1 14_at_hg2059-ht2 1 14_anrestm,Jbeta_2 

hg2480-ht2576_at_hg2480-ht2576_fiaalp-relatedjreceptorj_ 
hg2809-ht2920_s_atjig2809-ht2920jxmgj5urfactantjix)tein^ 
hg3107-ht3283_sjatjbg3107-ht3283_plasma_membrane_calciumjpmnpjipmca2a 
hg759-ht759_s_at_hg759-ht759_adrenergic_receptor,_beta_l_ 
j05036mrna_1546-2119,cathepsm_e_nima,_complete_cds 
j05073cds_239-64 1 ,phosphoglycerate_mutase_(pgam-m)_gene,_complete_cds 
k02766_2028-2436,complement_component_c9_mma,_complete_cds 
129008_2014-2464,l-iditol-2_dehydrogenase_mma,_completejcds_ 
133477_3692-4 142,(clone_8b 1 ) Jbr-cadherin_mrtta,_complete_cds 
135592mma#l_1633-2107,gennline_mnia_sequence__ 



30 



35 
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B7112itima_1710-1816,vasopressmjv3j:ec^tor_iim 
140933cds_1218-1470:mjreversesequence,_1639-1819,phosphoglucomutase^ 

related__protein_(pgmrp)_gene,jc 

aU_m80333_1628-2079,m5jaiuscariiiic_acetylcholine_receptor_gen^ 
5 m85217_2529-2955,k4^_chamelj>roteinJhlk3)_nm^ 

m89473_1394-1706^eurokminreceptor_(nk3r)_mma,^ 

m96859_3150-3630,dipeptidyl_aminopeptidase_like_piotem_^^ 

u09609_2198-2708,p80ht_(p80ht/iikfb-2)_mriia,jcomplete^^ 

ul3737J2046-2556,cysteinejroteasejcpp32JsofonnjEdpha_^ 
10 ul4910_910-1360,ipe-retinal_^jix)tem-coupledj»cept^^ 

iil8671inma_2702-3266,stat2 ^ene,jcomplete_cds_ 

112961 5__1 098- 1 530,cMtotriosidasejprecursor_mrna, jcompletejcds 

u31929cds_1063*-1361:iiijreversesequence,_6372- 

6576,orphan_nuclear_receptor_(daxl)_^ene,_complete_cds_ 
15 u6333 6_1 666-2062^0 Ji_regionjprolme_rich_j>rotein_mma,_compk^^ 

u65404_1140-1530,er3^oid-specificJranscription_factor_eMf_i^ 

u78180_3340-3880,sodiim_chamel(hbnac2)jaGuiia,_alterm 

u85992_1236-1596,clone_image:35527janknownjrotein^^ 

aU_u87408_1441-1952,clcmeJmage:74593jaiilaio\vnjrotem^^ 
20 v00535inma#l_253-692,_interferonjbetageoe_ex1xacted_^ 

aU_x04729_2-263,mma_for_plasminogen_activator_i^ 

tennmus/gb==^04729_/ntype==ma_ 

x548 1 6_at>548 16_x548 16,notJn_gb_recoid,gene_/or_alpha- l-microglobulin-bikunin,_exons_5- 
jan_(encodi 

25 aU_x54938_1175-1752,nmia_forJnositol_l,4,5-triphosphate_3-km 

x55889cdsJ264-546:notJn_gbjrecord,gene_forjciliary_neuro^^ 
V x55990mma_l 63-489,ecp_^ene_for_eosmopM_catiomc_protein_ 

all_x6614 1 J26 1 -784,iniTm_for_cardiac_ventricularjQiy^^ 

x97748innm_59-189,ptx3_gene_promotorjregion/gb=x97748_^^ 
30 alLx99140„1407-1822,inma_forJiaifJcera1in^ 

yl0376cds_888-1158:in_iwersesequence,_1222-1408,ixima_^^ 

yl3115cds_2477-2879:in_reversesequence,_3061,imttajbrj5em^ 

z24680mrna_3558-4044,garp_gene_iimia,_complete_cds 

all_z3 1 357_967- 1 502,niraa_forjcystemejdioxygenase_^e__l_ 

35 

Metagene 486 



alljn6075 1_910-1 1634ustoneJi2b.l_(h2b)^ene,_complete_cds_ 
x81333cds„1730-2078:in_reversesequence,_2130-2220,inrna_fo^ 
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aU_y00317_1618-2081,i]ima_for_Kver_micn)SOii^ 
Metagwe 397 

5 u9 1 6 1 8_1 67-67 1 ,proneiirotensiri/proneuromedin_n_iimia,_complete_cds. 
x78121mma_1730-1940:m_reversesequence,_1970-2036,nmia_for_cho 
y07828cds_345-675:in_i:eversesequence,_844-994,mma_forj^ 

Metagene 373 

10 

d26350_10(H3-l(M81,inma_forJypemositol_l,4,5-trisphospto 
hg4747-ht5195_atJig4747-ht5195_nadh-ubiqumone_oxidoreductase,_51Jcda_^^ 
m22612_188-759,pancreatic_trypsm(tryl)_nima,_complet^^^ 
all_x74008_l 842-2245,nuna_for jrotein_phosphatasegamma 

15 

Metagene 356 

d26 1 56_4588-5 1 66,mma_forjtranscriptionaI_activatorJbsnf2b,_com 

d86964_5449-5995,imiia„forjdaa0209jgene,jpartial_cds^ 
20 hg3 141-ht33 17_fat_hg3 141--ht33 17 jiadh-ubiqiimone_oxidoreductase,_39 Jtda_subunit 

k03494cds__557-1062:mjreversesequence,_l 15,green_conejphotoreceptorjpigment _^ene_l 

119437_857-1211,transaldolasejtnma_contamingjtraiisp^^ 

i24783_78-624,nima_fi:agment/gb=124783_/ntype==raa 

128010_1292-1748,hmiip_fjprotemjtnma,_complete_cds_ 
25 m80254 492-840,cyclopMlm_isofonn_(hc3^3)_mma,_complete_cc^ 

m88108_2156-2636,p62jtnma»_coniplete_cds 

ul 925 l_s_at_ul 925 l_ui925 1 ,notjm^b_record,neuronal_apoptosis_itiMbitoiy jrote 
lete_cds 

u24 1 66_2 1 07-2395,eb 1 jnma, jcomplete jcds 

30 ii33936_578-1050,adenosinejdiiase_mma,_complete_cds/gb==ii33936_^^ 
u51990_867-1269,l^ipl8jtmiia,_jcomplete_cds 
U6052 1_1 398- 1 860,proteasej[>romch6_(mch6)jtnma,_complete_cds 
u62389_3 l-409,putative_cytosolicJaadp- 
dependent_isocitrate dehydrogenasejtnma,_j)ai1ial_cds/gb==^ 

35 u725 1 l_440-596,b-cell_receptor_associatedjprotein_(hbap)_nima,_jjartial_cds_ 

x05196exon#9_2-458:m_reversesequence,_3199:not_in_^b_recoi^,aldolase_^ J^^^_ 
alljx:12953_859-1130^2_nuiia,_>^tl-related_and_mem 
all_xl7644_1976-2559,gstl-hs_mma_for_g^-bindingLprotein 
x57152mma#l_536-962,gene_for_casemJdiiase_ii_su^ 
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x78338iimia_5278-5824,_sytt1heticjadenovirus_transf^^ 
anj?c91247_3261-3700,ninm_for_lWoredoxmjreducte 
x97065cds_1852-2260:injreversesequence,_2389-2395,iimia_foT_sec23bJ^ 
x98411cdsJ2016-2256:inj'eversesequence,_2340-2490,mma_forjaiyosm^^ 
5 x99209_l 549-2053 ,mma_for_argimne_inethyltransferase_ 

all_zl 1695_21 89-2736,40 Jcda_j)roteinJdnase_related_tojrat_erk2_ 
z2948 lcds_624-792:m_reversesequeiice,_898-l 1 86,inniaJFor_3- 
hydioxyaiithramlic_acid_dioxygenase 

10 Metagene 154 

d00408_1373-1921,fetaljiverjcytochromejp-450_(p- 
450_hfla),complete_cds,fetal_Iiver_C3^chrome_p-45 
dl3638_5003-5557,mma_for_kiaa0013jgene,_complete_cds 
1 5 hg2320-ht24 1 6_at Jig2320-ht24 1 6_mtegrm, Jjetasubiinit 

in24351_cds2_at_m24351_m24351,not_in_gb_record,jthl^^ 
like_proteiii_a)__extra 

m73489_3312-3660Jheat-stable_enteix)toxm_receptor_nim 
u73330exon_13-77,pac_85d2,_complete_sequence/gb===ni73330j'nty^ 
20 x95425cdsJX672-3061:mjreverseseq[aence,J3810-3857,m^ 

Metagene 53 

k01160mma_1077-1232,ii_histocompatibiHty_autigen_dc-alpha_cham^ 
25 m26041 1273-1405,mhc_H_dq_aIpha_mnia,_compIete_cds 
m63379mnia_l 190- 1 646,trpm-2jproteinjgene_ 

u388 1 0_2 19 l-2659,mab-2 l_ceU_fate-deteniiiningjprotem Jiomolog_(cagrl )jaima,__coinplete_cds_ 
Metagene 33 

30 

hgl728-htl734_atJtgl728-htl734_non-specificjcross_reactmg_^^ 
j04046nMim_1559-2089,calmodulm_ninm^jconipletejcds_ 
s77835_88-380,JI-2=interleiJkin-2Jhuman,Jbi:am 
s833 62mma_l 0- 1 09,_differentiation- 
35 stimulatmg_factor/leukemiajWiibitoiyJfactorjreceptor_{5'j^^ 

u655 8 1_95 8-1 420,ribosomaljprotem_13-like__mma,__complete_cds. 
x58234mma_31-253,mnia_for_anti-lectm_antibody_epitope_(clonejp36/^ 

Metagene 184 
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dl3720_3754-43 19,ixmiaJForJyk,_complete_cds 
d30715mma#3_3-198,_alternative_splicmg;Jyp©-2j^ 
associatedjprotein) jgene 
5 139061inma_l 198-1654,tramcription_factor_sll__mma,_partial_cds__ 

ni34276cds_2066-2228:in_reversesequence,_213-354,plasmmogen_gene 
u09178_3355-3898,dihydropyrimidme_dehydn)genase_nm 
u37707_2429-2969,dlg3_mma,_completej5ds_ 
u38291ni]m_9685-10027^icixiti]bule-associated_j)rotem^ 
10 u66578cds_598-1036:m_reversesequeiice,_1277,putative _g_protein- 
coupled_receptor_(gpr23)^ene,_comple 
u69263j*74-1002^atiilin-2_precursorj3an^ 
u79667_3199-3522,alphala-voltege-dqpendettt_calciumjchaim 
ggcag,__partial_ 

15 u87223_4830-5 1 96,contactm_associatedjprotem_(caspr)_mma,_complete_cds_ 
x01388cds_14-272:mjreversesequence,_349-529,mma_forj)re-apolipopn)tei^^ 
x66358cds#l_633-1041,mmajddake_for_serme/threoim 
x75346cdsJ78 8- 1 1 57:injreversesequence,_l 205- 
1305,mnm_for_mapjkinase_activatedjprotein^ 

20 

Metagene419 

dl 3264_1 681-21 67,iimia_for_macrophage_scavengerjreceptorjlyp^^^ 

d3 8 1 22_1 307- 1 829,mma_for fas_Kgaiid^complete_cds_ 
25 hgl686-ht4572_s_at_hgl686-. 

ht4572_tramcriptioii_factor_e4tfl^respiratoiy,jgaim^ 

u25029_1010-1556,glucocorticoidj:ec^tor_alpha_imna,_vari 

u34844exon_40-259,mercurial-msensitivejwater- 

chaimel_gene,_5'_regionjmdjai1iaIjexoii/gb=^ 
30 u5219Ij*854-5396,smcy_(li-y)_mnia,jM>mpletejcds_ 

Metagene 331 

ac002045mma#2_625-908,_a-589hLl_fromchromosomebac_clone_cit987-ska- 
35 589hl_'-complete_^enomic sequenc 

dl0523_3533-4079,mrna_for_2-oxoglutarate__dehydrogenase,_complete_cds_ 
d3 1 840_3679-4 148,dtpla_mma_for_orf,_complete_cds 
d50912J2685-3 1 83,nima_forjdaa0122_gene,jpartial_cds_ 
d80008J2695-3205,nama_for_ldaa0186^ene,_complete_cds 
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d86963j^563-5097,mmajbrkiaa0208 jgene,_complete_cds 

d87078jl798-5296;mkaJbrJdaa0235jgeae,_partialjD 

hgl612-htl612_athgl612-htl612jQiacmarcks_ 

hg2525-ht262 l_atJxg252S'ht262 1 Jielix-loop-helix_j)rotem_delta_max,_altsplice^ 
5 hg3635-ht3845Xat-hg3635-h0845_zinc_fmgerjrotem,J^ 

107648_1955-2321;tiixiljnma,_complete_cds_ 

176702mma_2447--3005,b56-deltajtnnia,_complete_.cds_ 

ml3452_1927-2435,lamm_a_mma,_3'_end 

m91670_301-787,ubiquitin_camerj[>roteinj(^-^ 
10 s49592_l 868-2425,_traiiscription_fector_e2f Jike jrotei^^ 

u09820_5579-60584ielicaseju_(rad541)jmxiia,„co 

u22963J752-1238,iJbttstocompatibiHtyjantig^ 
u34044_1143-1647,selemimjdonor_proteinj(seld)_^^ 
u37012_3868-4372,cleavage_and_polyadenylation_specifici1y„factor^^ 
15 u52426_3469-3997,gokJgok)jmnia,_complete_cds 

u54778_l 13 l-167144-3-3_epsilon_mrna,_complete_cds_ 

u57342_967-1459,myelodyspksia/myeloidJeukemia_factor(mlf2)_i^ 

u72761J2753-3233^aryopherinj3etairuiia,_complete_cds/^^ 

u8 1984_2277-2739,endothelialjpas_domam ^rotein(epasl)_mma,_complete_cds_ 

20 aU_x06323_1105- 

1 520^13_mma_for_ribosomaljpiDtein_B Jbiomologuej^ 

x7 1428nirna_1284- 1788,fus_mma 

x75755mma»l„1337-1471,pi264 _^ene_ 

aU_x76717_3-268,mt-lLmma 
25 alLx83928_456-9 19,mma_for_transcription_factor_tfiid_^^ 

alLx90824_828-1337,mnia_for_usf2a_&jusf2b,jclonej9dh^ 

x97160mma_2016- 

2532,Jfe3jTanscription_factor_^enejextracted_fi«^ 
y07595cds_948- 

30 1344:m_ieversesequence,_1501,xnma_for_52Jkd_subiuut_^^ 

yl3247_3077-3581,fbl9_inma 
yl3620_5732-6182,ninmjforj3cl9_gene/gb==yl3 
z37166cds_1006-1252:in_j:eversesequence,_1432- 
. 1570,batl_nima_for_nuclearjiiajielicase_(dead^ 

35 

Metagene 295 

u78551J838-1396,gallb!adder_mucin_muc5bjtnma,jparti^^^ 
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Metagene 183 

105628_4400-4969,multidmg^resistance-associated_j)rotein_^ 
10754 1_950- 1436,repUcation_fector_38-kda_subumtjt3arna,_^ 
5 u28413_1440- 

1926,cockayae_syndromejcomplementationjgroupja^^ 

Metag^e 20 

10 afl508937_508-916,syntaxin-16cjnMiia,_complete_cds/gb=a^ 

d902823830-5136,carbamyljphosplmte_synthetase_i_(ec_6.3 .4. 1 6)jaama, 

hg2846-ht2983jatJbig2846-ht2983_dihydrofolatejreductas^ 

119 1 61_1 GO 1 - 1 3 85,translation_imtiation_fector_eif-2_gaimna_subunit^^ 

124804_223-72 1 ,(p23)_mma,__complete_cds 

15 136463_2b8 l-2627,ras_inhibitor_(rinl)_mma,_c 
177701mma_43-337,coxl7_mrna,_complete_cds 
m90356cds_222-618:in_reversesequence,_l 194- 
1281 ,btB_protein_Jiomologue_gene,_complete_cds__ 
u34301mniaJ2- 

20 35 ,nonmuscle_myosin_heavy_cluiin iib^enct pro 

u47025_3462-3994,fetaljbrain_glycogenjhosphoiylasejbj^ 

u55936_367-757,siiap-23jnama,jcomplete_cds 

u70322_2456-3014,transpoxtinj(tra)_inma,_complete_cds 

x68 83 6cds_653- 1 1 39,mma_for_s-adenosylmethioimie_synthetase 

25 zl8859mnia_933- 

1461,cone_transducin_alphaj5ubimit_genejBxtract^^ 

Metagene 383 

30 11 1005_4386-4878,aldehydejoxidase_(haox)jiima,_complete_c^^ 
* u8 1262_2433-2877,leric-5_(Ierk-5)jtnnia,_complete_cds 
aUjK89426_1465-1958,mmaJfor_esm-ljprotein 

Metagene 339 

35 

d42045_3927-44 1 9,mma_forjdaa0086_gene,_complete_cds 
alLm86933_669- 

706,amelogenin_(amely)_inma,_coniplete_cds,amelogenm_(amely)_^ 
m96980_2034-2598,myelm_transcription_fector(mtfl)jrmna,^^^ 
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alljxl6282J710-l 185,inma_for_zincJBmgerjro^ 
x89960cds_21-327:injieveisesequence,_458-698,innm_for^^ 

Metagene 300 

5 

dl 5050_4757-523 1 ,mma_for_transcription_factor_areb6,_complete_cds_ 

hg3748-ht4018_at_hg3748-ht4018_basic_transcription_factor,_^ 

s82472cds_3- 

73,_beta_#name?_j)olymerasej3eta_{exon_alpha_to_exon_w 

.10 

Metagene 291 

afD06609_5-l 89,rgs3_imna, j5*jatr/gb==af006609_/ntype^a_ 

d38491_298-808,mma_forjdaa01 17_gene,_partial_cds_ 
15 d50924_3807-4083,mma_forjdaa0134jgene,_complete_cds 

m86826_1501-2023,ig£Jjmdingjrotein_complex_acid-laba^ 

m97252__5809-627 1 ^llmaim_syndrome_(kd)_mma,_complete_cds_ 

u27768_235-709,rgp4_inma,_completejcds_ 

u5 1 127_1706-2084,mterferon_regulatory_factor(hiimirf5)j^ 
20 u62961_2749-324 1 ,succinyl_coa:3<>xoacid_coa_timsfiaMejprecursor_(oxct)_^^ 

Metagene 215 

d67029_4839-5355,secl41_mma,_cQmpIete_cds_ 
25 m6 191 6_5027-5582,Iamimn_b l_cham_mrna,_complete_cds_ 

m69225mma_8371-8845,bunousjempWgoid_antigen_(bpagl)_mma,_complete_cd^ 

ul 0550_1 591-21 07,gem_gtpase_(gem)_mmaj^complete__cds_ 

u50928_4486- 

4858,autosomal_dominant_polycystic_kidney_disease_type_ii_(pkd2)_^^ 
30 u73936_5049-5523 jagged(hj I )_mma,_complete_cds_ 
u97105_4818-5364,n2a3_mma,_complete_cds 

x05908cds_814-1012:in_reversesequence,_l 1 10-1338,Tnma_.forJipocortin 
alLx8 1 895_791-1350,genx-5624_inma,_3*_utr/gb=x8 1 895 Jntype=ma 

35 Metagene 109 

hgl327-htl327_s_at_hgl327-htl327_statherm__ 
hg2723-ht28 1 9_at Jig2723-ht28 19jproto-oncogene_n-cym 
hg3971-ht4241_atJig3971"ht4241_transcription_factor 
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hg4332-ht4602_atJig4332-ht4602_zincJEmgerjrDtem_^^ 

107949_1619-2075,giirh_receptorjtmna,_compte^ 

mil 722_1473-2037,teimmaljbMsferase_mma,_complete^ 

ml3143_1762- 

5 2224,_nucleotide_sequence_ofjhejc(hiajiisertjof_lambi^ 

m83363_4104-4614,plasma_membrane_calciiim-pumpmg_a1pase_(pmc 
s69369_779-l 1 15,jpax3a===transcription_factor_[human,_adult^^ 
s69965_171-597,_beta-synuclein_ljiuman,_brain,_mnia^ 
u83 1 1 7_1 201-1477,seiitrin_mraa,_complete_cds 
10 aU_x64594_1290-1855,innia_for_50Jkda_eryt^ 

Metag^e 36 

hg2538-ht2634_at_hg2538-ht2634_heterogeaeousjauclearjribonucleopix)tem^ 
15 u43653_2816-3155,obese_protein_(ob)jnmia,_completejcds_ 

vO0532mma_387-91 l,_ifi3a__gene_(interferon_aIpha- 

i)_extracted_fromgene_for_le\ikocyte_{alpha)_interfer 

alLz46632J2953-3206,hspde4cl_gene_for_3*_,5'_- 

cyclic_ampjphosphodiesterase,hspde4cl^ene_for_3'_,5' 
20 ^ 

Metagene290 

dl3540_1948-2500,mma_forj)rotem-1yrosmejhosphateise_ 
s83325_1796-2275^aspartyl(asparagiayl)beta- 
25 hydroxylase_|>uman,_hepatobIastoma_ceU_lineJiepg2,_ni^ 
aU_x53296_1099-1657,mnia_for_irap_ 

all_x95237_l 357-1 868,mrna_for_cysteme-richjsecretoiyjprotem- 1 
Metagene487 

30 

s76067cdsj405-759,_cng2=cyclic_nucleotidef- 
gatedjDationjchaiinel_Piuman,_j)eripheraM^ 
ul3021_844-1392,positivejregiUator_ofjprograiimied_^^ 
1 )_mraa,_compIete_cds 
35 u72508_^757-1105,b7_inma,_complete_cds 

x83490exon_3-34:in_revereesequence,_389,inma_fctt:_fe^ 

fasdelta(3,4))/gb=x83490j 

23 1690cds_838-l 129:inreversesequence,1226- 

1445,(hepg2)_lal_jiuiia_for_IysosoiiiaLacid__lipase_ 
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Met3geiie481 

175847_1 808-2330^mc_fmger_j>rotemj45 j(znf45)_iira 
5 176465_1929-2493,nad+- 

dependenthydroxyprostaglandm_dehydn3genase_Q)gdh)_mma,_^ 
m28585_329-839,leukocyte_mteiferon-alpha_mma,_completejc^^ 
u50 1 96_1238- 1 760,adenosine_kiiiase_mnia,_complete cds_ 
u92458_3747-4269^etabotropic _glutamate_Teceptoniima,__complete_cds 

10 

Metagene 355 
alLx85750_1935- 

2500Anmajfor_timscript_assdciated_withj^ 
15 y09306cds_308-812,imna_forjrotemjdna8e,„dy^ 

Metagene 289 

all_d29992_987- 1 132,iiima_for placental jrotein(pp5),_complete_cds__ 
20 m86849_1747-2179,coimexm_26Jgjb2)_nima_ 

all_in96132_32-66,inhcjijik-<k-beta-l*09012_^ 

Metagene 236 

25 ml 1321nima_l 193-1703,group-specific_component_vitainin_d- 

bindmg^rotein_mma,complete_cds_ 
m58509cds#l_l 1 14-1441:in_reversesequence,_4757~ 
4867,_fdxr _gene_(adrenodoxinjreductase)_extracted_firo 
s57153_2388- 

30 2878,_rbpl=TCtmoblastoinaJ>mdingjproteinisoform_^^ 
s79854_1585- 

1^6^»«^^odolhyrcmine_deiodiruise==«Blenoenzyme_Il^ 
u34360_33 1 60832 Jymphoid^mclear jTOtein_(laf-4)jtnnm,_complete_^^ 
all_v01515_5300-5550,genejencodmgjpi:BproglucagongIucagon_is_a_29- 
35 ammo_acid_j>ancreaticJionnonejwhic 

Metagene 139 

hg45 18-ht4921_r_at_hg45 18-ht492 l_txanscription_factor„bt^^ 
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s8 1083nima_3078-3438,_<l>eta:>- 

add^ene_extracted_fix>m_betaj(taame?Jbeta_subum 

alLx86019„2045-2574,nmm_forjipl-2jrotein^ 

5 Metagene 72 

j02986exon#3_1617- 

1983,_fgf4 _^ene_(transfonningjrotein)_extracted_fi:omtransfon^ 
in22489_1036-1504,bonejmorphogenetic_protem_2a_(bmp-2a)_irm 
10 u63289_1548-2010^a-bmdmgjprotem_cug-bp/hnab50_(nab50)_mma,_compk 

Metag^e 396 

dl4043_1834-2362;tnma_for_mgc-24,_complete_cds_ 

15 d26067_2680-3 1 66,mma_forjdaa0033 jgene, jpartialjcds^ 

d29805_3485-3995,mma_for_beta- 1 ,4-galactosyltraiisfei:ase,_complete_cds_ 
d29963mma_88 5- 1443 ,sfa- l_(ajtnember_ofjtransmembi^esuperfamily)_n^ 
d30655_l 263- 1 809,mraa_forjeukaryotic JLdtiationjractor_4aii 
d43636_3576"4080,xnma_forjdaa0096_gene,_partial_cds_ 

20 d50919_3864-44(M,mnia„forJkiaa0129_jgene,_complete_cds 
d50926J3626-4124^rm_forJdaa0136jgette,jardaljcds_ 
d87446_5583-6135,imTia_forJdaa0257jgene,jaitial_cds_ 
d87685_5584-5920,mma_forjkiaa0244jiene,jaitial_cds_ 
j04058_767- 121 7,electron_ti^sfer_flavoprotein_alpha-subunit_nama,_complete^ 

25 114837_7335-7839,tightJimction_(zonula_occludens)jK)tein_zo-l_^^ 
119872_4756-5059,ali-receptor_nima,_complete_cds 
140027nima_15S6-2132,glycogen_synthase_kmasemina,_complete_cds 
140392mma_l 8 18-2280,(clone_s 1 64)_mma,_3*_eatid_of_cds_ 
1485 1 3intna_94 1 - 1445 ,paraoxonase(pon2)_inma>_coraplete_cds_ 

30 m20867_2463-2986,glutamate_dehydrogenase_(gdh)_mma,_complete^ 
m29204mma#l_2236-2782,dna-bmdmg_fector_imTia,_comple^^ 
iii3 10 13xnnia_4587-509 1 ,iK)imiuscle_myosm_heavyjchainj(nmhc)_^^ 
m62831imim_121()-1750,transcription_6ctorjB(rl01_^ 
m65217_1840-2278,heat_shock_factoi<bsf2)_mma,_com^^ 

35 m77142_1629-2193,polyadenylateJ>indingj>rotem_(tia~l)_nmia,^^ 
m96954_806-1313,nucleolysin_tiar_innia,_complete_cds_ 
s72008_1731-2229,_hcdcl(>=^dcl0_homologjhmnan,_fetaljung,_^^ 
s80562_l(H2-1582,_acidicjcalponm_[human,Jddney,_^ 
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ul 1313mma_21(M-2587,steroljDamerj)rotei^^ 
2)_genej^romoter_ 

ul4588_3012-3570,paxillinjaarna,_completejcd^ 
ii23942_28 11-3 129,lanosterol_14-demethylase_cytochn>me_j>450^^ 
5 ii31383_755-l 151,gjprotemjgaiiima-10_subimit_inma,_complete^ 
ii35 1 13_2039-2555,metastasis-associated_mtal__nima,__complete_cds_ 
u43077_964"- 15 1 0,cdc37 Jhiomolog_mma,_complete_cds_ 
u53209j968-1436,tramfonner-2_alpha_(htra-2_alpha)_mma,_com 
u61167_3488-4028jSli3_domain-contaiiungjroteinj5h3pl8_inm 

10 u79267_987-1437,olone_23840__nmia,jartial_cds 
u90P09_944-1412,clone 23722jmnia_sequence 
x(M654cds_1467-1819:injpeversesequence,Ji524-2634,xmii^^ 
aUjx72727_246O-2794,timp_03ma_forJa:amfoimationja 
aU_x7606lJ^282^793,pl30_mma_for_1301epIOtem 

15 x80230mma_l 187-1697,iimia_(cloiie_c-2k)_mim_for_seri^ 
alLx87838_2803-3320,mma_for__beta-catenm_ 
allj!c98172_2240-2754,nmia_for_mach-alpha-l_protem_ 
all_zl 511 5_278 1 -3346,top2_mma_for jdnajtopoisomerase Jii__(partial) 
all_z24725_2759-32 1 0,mitogen_induciblejgene_mig-2,_complete_cds 

20 

Metagene 351 

d38503_915-1455,pms8_ninm_(yeast_mismatch_rqpak^ 
. terminal^regio 

25 hg3313-ht3490_atJhg3313-hO490_thyroid_honnonejreceptor^^^ 
hg3996-ht4266_atJig3996-ht4266_cpg-eiiriched_dna,_clone_s21_ 

Metagene 152 

30 hg3115-ht3291_athg3115-hG291_goIli-nibp_ 

102950_673-1 177,mu-ciy5tallmjtnma,_complete_cds_ 
all_ml0950_57-304,alpha-fetoprotein_(ai5[))__gene 
m64572_343 1-3923 ,protein_tyrosinejphosphatasejtmna,_comple^ 
s68 134__500-665,_crem=cyclic__amp- 

35 responsive_element_modulatorjDetaJsoform_[]buman,_m 

u4 1 898_73-505,sodium_cotransporter_rkstl jtiima,jpaitial_cds/gb'=ni 
u50708_946-1384,branched_cham_alpha- 

ketoacidjdehydrogenasejBlJbeta_subumt_mma,jcoinpletejcds_ 
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Metagene 420 

dl4838_915-1317,nmia_for_fgf-9,_complete_cds_ 
~ d38548 j»682-52 1 0,mma_for_ldaa0076_geiie,_complete_cds 
5 d63851_3i57-3643,nmia_for_unc-18Jiomologue,_complete_cds_ 
d87073_5307-5847,mmajrorjdaa0236jgene,_complete_cds 
hgl728-htl734_s_at_hgl728-htl734jtton-specific_cross_reacting_antigen^^ 
ni28827_620-l 1 12,th]ymocyte_antigen_cdlcjtiima,_complete_cds 
m92449_668-l 190,ltr_mma,J3* jend_of_codmgjregion_and_^ 
10 u0238S_2097-2337,cytochixime_p450_4f2_(c)^f2)_mma,_co^^^ 
u59632_2578- 

3138^5 j3Miia,jpartialj«ls,jandjplatelet__glycopro 
u72517jH3- 

953,altenmtively_spUced_variant_c7f_(c3Qjim 

15 

Metagene 219 
d38462exon_57- 

549,gene_for_al_chain_ofJype_xix_collagen,_exon_+3'_^^ 
20 120433_3738-3780,octamerjbinding_traiiscription_ 

z68204cds_43-373,iiima_forjsuccmyLcoa_synthe1ase/gl^ 

Metagene 15 

25 129306_723- 111 6,tryptophanhydroxylase_(tph)_nMTia,_complete_cds/gb=129306_/n^ 
all_ml4159_1264-1482,_t-ceU_recqptorJbeta-chamJ2.1_jene_^^ 
cell_receptor_germline_be 

m20566mnia_2745-3 1 80,interleiikinreceptor__mraa,_complete__cds_ 
s69232_1584-1992,_electron_transfer_flavopn>tem- 
30 ubiqumone_oxidoreductase_|Jiuman,_fetal_liver,jai^ 
u09851j44-254,zinc_£mgerjprotein_(znfl48)jinnm,j 
y075 12_321 1-37 1 5^maJForjtypeJiJbeta_cgmp~depend^t_j^rotei^^^ 
all Z80779 563-822,h2b/g_gene 

35 Metagene 11 

hg2662-ht2758_at_hg2662-ht2758_homeoticjrotein_einxl_ 

109753_1377-1827,cd30Jigand_inma,jcoinplete_cds_ 

s71018_282-798,_cyclopMlm_cJhuman,_kidney,_nima,_^ 
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s76473_2563-3079, JrkbJliuman,J>ram^^ 194_nt3 
Metagene 133 

5 all_d00726_1842-2413,mraa_for_feiTOchelataseJec_4.99.^ 

dl6217_1904-2414,mrna_for_calpastatin,_complete_cds 

d63390_600-1164,mma_for_ace1ylhydrolase_ib_beta-subunit,_complete_cd^ 

d87464 2481-2961,mnia_for_kiaa0274_gene,_complete_cds 

hg2850-ht48 14_s_at Jig2850-ht48 14Jbiliaxy_glycoproteiii,_alteplice_5,_a 
10 hg3578-ht378 1_atjig3578-ht378 1 jautoimmime_antigen,Jhyroid„disease-related_antigCT^ 

hg417-ht417j5_atjig417-ht417_cathepsmjb_ 

hg42344it45(W_atJig4234-ht4504jmethylenet€tra^^ 

hg4660-hl5073_atJig4660-ht5073jaMcrotubule-associated_p^ 

hg945-ht945j5_atjbg945-ht945_nucleic_acid-bmding_^ 
15 j052 1 3_43 0-95 8,sialoprotein_mma,_completejcds_ 

10703 3_967- 1 507,hydroxymethylglutaiyl-coa_lyase_mTna,_complete_cds_ 

138486mma_l 162-1720,microfibril-associated _glycoprotein(mfap4)jtnma,_3'_end_of_cds_ 

m71243mnia_25- 

38:notJn_gbjrecord,glycophorm_sta_(type_a)_exonsand_4,jpar^ 
20 m76424gene_6565-7070,carbQiiic_anhydrase_vii_(ca_vii)^ene 

u01824_1402-1912,glutamate/aspaitatBjb:aiispoiter_nj^ 

uO7O00cds#4_558-8 10:in_reversesequence,_97660- 

97876,j3cr_jgene_(uiikno\ra)_extractedj&ombre 

u 1 3 044 1429- 1945^uclearjrespiratoiy_fector-2_subunit_alpha_i^ 
25 ul 9948_1 058- 1 6 1 6,protein_disulfide_isomerase_(pdip) jtnma,_complet^^ 

u27831cds_l 1 10-1578:iii_reversesequence,_1602-1680,striatijm- 

enriched_j>liosphatase_(step)_mraa,_partial 

u44059_429-909,thyn)troph_embiyonic_factor_(tef)_mraa,_^^ 

u49441_258- 

30 648,mitochondrial_trifimctioBal_protei^^ l_/ntype^ 

u5 1 205_333-873,cop9 Jtomolog_(licop9)_mma,jDompiete_c^^ 

u59057JZ26-754,beta-a4jcrystallm_(ciyba4)jmma,^ 

u59736_2496-2772,traiiscripti<m_factor_(nfetc.b)_iM 

u63455inraa_4412-4868,sulfonylurea_receptor_(surl)_gene^ 
35 u67988_l 623-2163 ,guanylateJdnase_associated_j>rotein_(gkap)_mn^ 

u86358_296-8 1 85cheraokine_(teck)iiima,_complete_cds/gb=ni86358_^^ 

u909 1 8_1 794-2094,clone_23654_mnia_sequence_ 

u96769nima_1266-1746,chondroadherin^ene,_5'_flankmgLj:eg 
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u96781iiima#l_2433-2961,_atp2al_j;eme_(ca2+_a1pase_of_fest- 
twitch_skeletaljaiuscie_sacroplasmic_retical 
x65633cds„585-870:injeversesequeiice,_1568-1766,acth- 
r_sene_for_adrenocorticotropic_honnone_receptor 
5 x661 14iiima_564-1074,gene_for_2-ox6glutarate_camerjrotein_ 
all_x77 1 97_263 1 -3 1 66,mnia_for_chloride_chamiel__ 
x83973cds_2262-2538:m_reversesequence,_2738~2822,mnia_forJtf-^ 
x91 1 17inma_1655-2033,hg_net__gene_exon_l_ 
x92521cMfe_1127-1484:m_reversesequence,_1618-1768,nima_forjm 
10 x93996mma_2570-3 1 13,iiima_for_afic_j)roteiii_ 

x95406exon#l-2_12-17:not_m_gb_record,cyclin_e_gene. 

y07847exon#3j36-582,mniajfor_ixp22_prote^ 

z7 1389iium_85-295,nima_for_skm-antimic^ 

15 Metagene 61 

m3 1 1 66mma_1286-1784,timor_necrosis_factor-mducible_(tsg-14)_iiu^ 
u60415j2126-2570,bhlh-pasjproteinjap3_nima,_complete_cd^ 
u70981_749-1283,mtoleiikm-13jre«eptor_inraa,_complete^^ 
20 z83803_7-259,inma_for_axoiiemal_dynemj^ 

Metagene 463 

hg2709-ht2805_atjhg2709-ht2805_serine/thi»onme_kiiias 
25 hg3 137-ht33 13_at_hg3 137"ht33 13 j2anc_fmger_protem_znf81_ 

hg4052-ht4322_atJKg4052-ht4322__glutamateJonotropicjreceptor 
ml3666_800-992,c-myb_nirna,_3»_end 

ml5656cds_712-1066:in_reversesequence,_3992-4082,aldolase_b_(aldob)_gene 
m54995_108-603,coimectivejtissue_activationjpeptide_iiiji^ 

30 s69790_962-1412,_biiish- 

l===i»mor_suppiessor_{3*_region} Jiiunaii,_bre^ 
alLx53065J85-462,spr2-l_gene_forj5maUjptolinejrichjpr^^ 
yl0571cds_696-978:in_reversesequence,_1002-1194,mnm_for_di^ 
aU_y 1 1 897__19-320,bix^ene_3Lutr/gb=yl 1897Jntype=nia_ 

35 275330cds_3384-3714;injceversesequence,_4156-4312,mma_^^ 

Metagene 414 

d86640_2374-2902,mnia_for_stac,_complete_cds_ 
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hg2157-ht2227_atJhg2157-ht2227_mucinj4,JracheobrcmcW^ 

j03507_3421-3865,complenientjroteinjDomponent_^ 

aUJil5296_3031-3082,cloneJhKmc2b_retiiia^^^ 

gated cation channel Rene, complete 
5 I41390exon#l_244-395,corebeta-l ,6-n- 

acetylglucosaminyltransferase_(coregnt)_gene,_©con/gb=141390_/nt ' 
\ m59820mnia_2435-2975,granulocyte_colony- 

stimulating_factorj:eceptor_(csDr)_mnia,_complete_cds_ 

ni7748imma_1021-1566,antigen_(mage-l)_gene,_complete_cds 
10 m82962niniaJ2313-2835^-b^izoyM-tyrosyl-p-ammo- 

benzoic_acidJhydix)lase_alpha_subiinit_(pph_alplw^^ 

m87284_2479-2923,69JkdaJ2'_5*_oUgoadenylate_synthetase_^^ 

5a__synthetase)_jiima,_complete_cds_ 

u05291_1363-1849,fibromodulin_nima,_partial_cds 
15 u29589exon 2948-3488am3 niuscarinic acetylcholine receptor (chrm3) gene>. complctc_cds_ 

u43672_2939-34435putative_transmembrane__receptor_il- 1 np_mma,_complete__cds 

u7 1 60 1_960- 1 422,zinc_fingerj)rotem_z^7_(zf47)_mma,_partial_cds_ 

x06482cds_60-405:injreversesequence,_884-887,theta_l-globin_gene 

aUjxl4975J7566-8337,cdljr2_jgene_for_mhc-related_antigen_ 
20 x55989nima_169-354,ecrp _^ene_for_eosmqphil_cationic_relatedjprotein 

yl05 12nmm_14-452,mnmJfQrjcd282_j)rotein/gb=^ 

Metagene 113 

25 1101 02mma# l_392-794,sex-detenninmg jregion_y_(siy)_gene,_coniplete_cds_ 

13408 lmma__l 055-1 601 5bile_acid_coa;_ammo_acid_n-acyltransferase_nmia, jcomplete_cds 

m34353_6763-7342,transmembrane_tyrosine-specificjprotemJkin£^ 

m61 156_1 122-1308,activator_proteinJ2b_(ap-2b)_mnia,_complete_cds_ 

m95767_1065-1563,di-n-acetylchitobiasejnnaTia,_complete_cds_ 
30 all_x02956_l 039-1253,interferon_alpha_genejfii-alpha_5_ 

all_x07994_5703-6244,mma_forJactase-phlorizm_hydrDlaseJph_(ec_3 1 .23-62)_ 

x68994exonj4-55,creb^ene,jBXonjy 

all_x78686J706-l 12 1 ,ena-78_mnia 

all_x95239_863-1362,nunajror_cysteine-rich_secretoiyjpn)te 
35 yl0508mma_370-660,namajforjcdl90jprotein/gb==yl05 

Metagene 106 

hg2007"-ht2056__s_at_hg2007-ht2056_jproto-oncogene_sno,_altsplice_n_ 
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Metagene319 

d42072J2020-2542,innmJFor_nflji-isoform-exonll,jco^^ 
5 hg3998-ht4268_atJig3998-ht4268J-glycerol-3«phosphate:nad+_oxidor^ 
in28 1 70 Ji 894- 1 987,celI_suifecejprotem_cdl9_(cdl9)_jgene,_complete_c^^ 
m62843_906- 

14045braiajrotemjrecognized3yJhe_sera_of_patients_^ 
s67247_365- 

10 82 1 ,_smoothjtnuscle_myosin_heavy_cham_isofo 

u08006exoxE#l_78-567,ccxmplemeiitalpha_5ubunit_((^a)jg6i^ 
. u0941 l_1794-2343^c_finger_pK)temjmfl32_imna,_complete_c 

u40343_657-l 1 199cdkJxdubitor_pl9uik4djmmay_^ 

u52827_1022-1508,cri-du-chat_region_inma,_clone_iu^ 
15 u66052inma_7-271 ,clone_w2-6jmma_fix)m_chromosome_x/gb==ai66052_^^ 

x07 1 73cds__2503-2803 :mjreveisesequence^2956-3028,mnia_for_secondjprotem_of^ 

trypsin inh 

xl63 1 6cds_2109-2355;mjrevei:sesequeace,_2483-2693,mmajfor^^ 
x63578inma_3 1 -535,gene_forj}arvalburain 

20 

Metagene 170 

109230_933-1460,c-cjchemokme_receptor_type(c-c_ckr-l)^ 
147276_383-934,(cellJme_M-60)_dpha_topoisomei:ase_tnm 

25 fonn_mma,_3*_utr/gb=147276_/ntype==m 

ml 3 1 50mma_77 6- 1 33 7,mas_proto-oncogene_mrna,_complete_cds 
m20137mma_400-820,interleukin(il-3)j3ama,_complete_cds,_^^ 
U33202_104-354,mdm2-d_(indm2)_mma,_complete_cds/gb==ii33202 /n^ 
aU_x66894j3881-4417,facc_mnia_from_^complementation_group_c^^ 

30 alljjK)8263_1373-1902;tnma_for_aadl4jprotem,jpartial_ 
alljy09980_16580-17121,boxd3„gene_ 

Metagene 75 

35 hgl227-htl227_s_at_hgl227-htl227_collagen,_typeJi,_alpha_l 

allJ001163597-4806,alpha-l(ii)_collagen_gene_col2al,jpajtiaLcds_ 
m60299exott__73-163,alpha- 

l_collagen_type_ii_gene,_exons_l,and/gb=m60299_/ntype==HJnaj'amio^^ 
ul4550_1319-1877,sialyltransferase_sthm_(sthm)_mma,_complete^ 
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10 



u22322_2205-2587,nuclear_tyrosinejpn)teinjdnase_^^ 
anjx57830j2409-3016,seiotonm_5-hi2_recqitor_mm 

Metagene 223 

alLm60749_829-l 061 ,histone_h4_(h4)_gene,__complete_cds_ 
u24577_l 1 82-15 124dl-phospholipase_a2jtnriia^compfetejcds_ 

Metagene 116 

d634 12_1299-17 13,mma_f6rjaquaporm,_completejcds 
lig298 l-ht3938_s_atjig298 l-ht3938_epicaii,_altsplice_12 
u61849j*650-5040;;neuionaljpentraxm(n^ 

15 Metagene 332 

137362_1009-1579,(clone_d2-115)Jkappa_opioid_receptor_(oprkl)_mraa,_^ 
aU_m28879_3325-4444,gi:3n2ymeJb_(ctla-l)_^ene,jconipk^^ 
u34070cds_744- 1 053 :m_reversesequence,_l 73 1 - 
20 1763,ccaat/enliancer_bindingjrotein_alpha_gene,_coniplete 
u57592_3563-4043junionji_putative_jin>tBm_0'«Jnonji)j^ 
U93867J248- 

1764,majpolymerase_iii_subiinit_(ipc62)_nar^ 
all_z28339_2084-2649,mma_for_deltaj*-3-oxosteK>idbeta-red 



25 



35 



Metagene 196 



d37984_l 856-23 1 4,mma_for_dna_helicase_ql ,__partial_cds_ 

122214_2335-2857,adenosine_aljreceptor_(adoml)_inma_exons_l-6,_complete_c^ 
30 ul7743_699-122 1 Jnk_activating_kinase_Onkkl)jmma,_complete_cds_ 
u21051nama#l_2326-2647,gjprotem-^upledjrecqptQr_(gpr4)_gene,_ 
u45975_882-1434,pho^hatidylmositol_(4,5)bisphosphate_5- 
phosphatase JiomoIog_mnia,jpartial_cds_ 

u50743_13-439,na,k-a^asejgamma_subiimt_mma,_complete_cds_ 



Metagene 150 

dl 7390_23 13-2829,njraa__for_mdc_protem 

d494 1 0exon_48-534,gene_for_interleukinreceptor_alpha_subunit 
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hg3063-ht3224jatjig3063-ht3224_imjor_histocompatib^^ 

hg3355-ht3532_atJig3355-ht3532_j)emxisome_proliferator_acti^ 

hg4417~ht4687_f_atJig4417-ht4687Ji(Mneotic_jjro 

11 193 l_1454-1644,cytosoKcj5erineJtydroxymethyltraiisfeia^ 
5 m2 1 056cds_l 93-403 :in_reversesequence,_l 65-345,pancreatic_phospholipase_a-2_^la-2)_gene_ 

m76231_292-790,sepiapterin_reductase_mrna,_coinplete_cds 

m8 1379_1 126-1546,alpha-3_type_iv_collagen_(col4a3)_mma,_3'_end 

m8 63 83_1 007- 1 527 jnicotimc_acetylcholme_receptor_alphasubuiiit_iimi^^ 

m86407_2299-2833,alpha_actmin(actn3)j3ima,_completejc 
10 m95678_399(M494,phosphoUpase_c-beta-2jtimia,_complete_ 

u06643_71-463,keratmoc3rteJ[ectin(hkl-14)_nMiia,jW)mpl^^ 

ul 6 1 27_3025-3589,glutainate/kaiimtejrec€ptor_subim 

u43 142_1456- 1972,vascularjBndotiieUal_jrowth_factor_Telate^^ 

u599 1 3_1 640-2 1 68,chromosomemad_homolog_si]iad5_iiin)a,,_complete^ 
15 u62437_1943-2393^cotiiiicjacetylcholme_iTC^torJbeta2j^ 

u71300_1307. 

1703,snnm_activatingjroteincomplex_50kdsubunit(snap50)jtiuiia,_^ 
all_x 1521 7 J2292-2875 ,sno_oncogene_mma_for_;siioa_j)rotein, jski-related_ 
aU_x54741_2389-2918,cypxib2_^ene_for_aldosterone_synthase_ 
20 x60592innm_415-973,cdw40_riMna_forjcierve_growth_^^ 
lymphocyte^activationjtnolec 
x60655mma_990-1474,evxl_mtna 

x62891inmaj57-390^utant_coseg_genejror_vasopi^sm-neu]X)physi^^ 
x91257_1281-1797,imim_for_seryl-tma_synthetase 

25 x92475_905-1295,mma_for_itbal_protein_ 

x95 1 9 1 cds_707-848,mnia_for_delta-sarcoglycan/gb==x95 1 9 l__/ntype=TOa 
alljjrl 1215_971-1446,iiuim_for_skap55 _protem/gb==yl 1215_/ntype=ma 
z22865cds_l 64-578 :in_reversesequence,_620,deraiatopontin_miiia,_complete_cds 
reverse_z49155_27087- 

30 27346,dna_from_cosmid_183d3,_huntington's_diseasejregion,_chromosome_^ 

Metagene 263 

ab003698_2634-3138,mraa_for_cdc7-relatedjdnase,_complete_cds 
35 m77140_91-409,pro-galanin_mma,_3*_end_ 

m98447mma_2256-26705keratinocyte_transglutammase^ene,_c^^ 
u23752_1679-1919,sox-lljmma,_complete_cds 

Metagene 282 
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aj001421cds_l 17-567:inj:OTersesequence,_585- 
600,iimiajfor_rerl_proteiii/gb=aj001421_/ntype^^ 
d86981_5936-6410,inma_forjdaa0228_gene,_paitidj3ds^ 
5 142452mma_1100-1520,pymvate_dehydrogenase_kmase_isoen^^ 
m22632inma_1744~2284,mitochondnal_aspartate_aminotra^ 
m87503_l 085- 1 535,ifii-responsive_transcription_factor_subumt_ii^ 
uO 1923_1 649-2090,btk_regionjclone_ftp-3_mma_ 
u02081_1642-2026,guanine_nucleotidejregulatoiyjrotein_(n^ 
10 u(M285utr#l_689-1148,lysosomal_acidJlipase,_cholest^l_^^ 

ul 6799_865-14 1 9^k-atpaseJ>eta-l_subimitja[iina,_complete_c^ 

u40038_1236-1425,gtp-bindiiig_pn>teinjalpha_qLSubiim 

U53445J2442- 

2928,ovarian_cancer_dowiiregulated_myosmJhieavyjchain^ 
15 u58046__4637-5 1 76,p 1 67__inma,_complete_cds_ 

U76421 4572-4962,dsma_adenosine_deaminase_drada2b_(dmda2b)_nima,_c^ 

u777 1 8_2 1 00-2592,desmosome_associated jroteinjpininjoom 

u8 1 006_1 886-2348,p76_mma,_complete_cds 

u89505_l 087- 1 5374ilarkmma,_complete_cds 
20 u94586_145-445^adh:ubiqumone_oxidorcductase_mlixLSiJb 

aUjx01060_4427-4986,mim_forJransfenm^ 

all_xl3916_14416-14876,inmaJfor_ldl-rec^torj:elat^^ 

x53586mnia_4766- 

5306,_integrm_alpha(or_dpha_e)_j)rotein_jgene_extmcted_firoi^^ 
25 alLx68560_2909-3480,spr-2_mraa_for_gtj5Oxj3mdingjrotem_ 

x69978cds_3218-3494:mjr:eversesequence,_3769-3781,mnia_for_xp-g_factor 
aUjx71490_1059-15525mma_for_vacuolarjproton_atpase,_subunit d 
all_x72790_30-1461,endogenous_retrovims_nutia_for_orfi^gb==x^^ 
x77909cds_888-1122:in_revefsesequence,_1202-1406,ikbl_ninia 
30 x82676_3333-3873,num_for_tyrosme_phosphatase_ 
all_y00757_629-l 134,tmiiaJfor_polypeptideJ7b2_ 
all_z34975_2303-2862,IdlcjEnma_ 

z49989cds_779-1079:m_reversesequence,_1540,mma_for_^ 

35 Metagene 85 

d38553_2125-2665,mrna_for_kiaa0074_gene,jpartial_cds_ 
d78367_l 372-1 8 1 0;rnma_forjcl2_keratin,_complete_cds 
j03133_2096-2612,transcription_factor_spl_mnia,_3'_end_ 
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l06S9S_503-977^mt3igomzerjyfjxiycJrsm 
141816iimia_891-1389,camJdna8e_i_mma,_complete^ 
S78085J719-1 187, jdcd2=i)rogranunedLbelljdeath- 
2/ip8Jhomolog^|liuinan,JfetaU^ 
5 aU_u66083_2217- 

2758,contig_of^two_cosimds_from_lM_x_chK)mosome ,_ul 09hl 0),_includiii 

u899 1 6_375-879,pumtive_osp_like jroteinjDomajjpai^^ 
an_x62048_l 820-2343,weel Jiu^gene 

10 Metagene 385 

m32402mma_1851-2253,placeataljprotein_(ppll)_^ 
in93107_978-1278,heartj(r)-3-hydioxybutyra^ 

15 Metagene 465 

afO 1 59 1 3_1 437- 1 947,skb lhs_mma,_complete_cds/gb=afD 1591 3_/ntype=ma_ 
dll428 1253-1757,inma_forjpmp-22(pas-ii/srl3/gas-3)jofjerip 
dl 6294_1 019- 1 523,iimiajfor_imtochondrial_3-oxoacyl-coa_thiolase,_com 
20 d21063_2853-3303,iiima_forjkiaa0030^ene,jpartial_cds_ 
d38524_2673-3213,mnia_for_5'_-iiucleotidase_ 
d63476_4587-4953,ninia_forjdaa0142_jgene,_complete_cds 

hgl 827-htl 856_s jatjigl 827-htl 856jcytochix)me_p450»_subfemily_iic,_altsplicejform_^ 
hg298 l-ht3 1 27_sjathg2981-ht3 127jepicaii,_altsplice_l 1 
25 hg352 l-.ht371 5_at_hg3521 -ht37 15_i»s-relatedjprotein_rap lb_ 
j05682_l 023 - 1 575 ,subunit_c_oflv-atpase_(vat_c)_mma,_3*_end 
128997_443-953,arll_mTna,_complete_cds 

13 1 80 1 _2229-2535 ,monocarboxylate_transporter(slc 1 6al) jtnma, jcompletejcds^ 

m25753jnnuma_l 1 03- 1427,cyclin_bjmma,__3*_end_ 
30 aU_m27161_6940-7265,mhcJ_cd8_alpha-chain_(leu-2/t8)jgen 

m67468_3244-3720,fiBgile_x_mental_retardationfi^ 

m74524_1190-1658,hhr6a_(yeastjradhomolog^e)j(x^ 

m90656_2044-2590,gaxnma-glutamylcystemejsynthetase_(gcs)_m^^ 

uOOOO 1_20 1 9-2547 JhLomologue_of_spombe_nuc24_and_anidulaiisJbima 
35 u01833_690-l 164,nocleotide-bmdmg proteinjmiia. complete cds 

u09564_3725-4205,serinejdnase_inma,_complete_cds 

ul5128cds_10ll-1299:mj:eversesequeiice,_2065-2233,beta-I,2-n- 

acetylglucosaminyItransferase_ii_(mgat2 

ul7714_2774-3068:not_in_gb_record,putative_tumor_suppressor_(snc6)jmiiia^^^ 
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u27460_I582-1798,uridmejdiphosphoglucose_pyrophosphoiy^^ 
u393 1 8_1 59-675,e2jabiquitin_conjugating_en2ymeja 
u61145_2035-2509,enhancer_of_2estejhomolog(ezh2)ji^ 
u61232_1407-1869,tubulm-foldmgjcx)fectorjB_nima,jBompl^^^ 
5 u69141_131 l-1719,glutaryl-coa_dehydn)genasejam 
ii72263_2410- 

293 1 ^ultiple_exostoses_type Ji_j>rotein_ext2i_mma,_complete_cds/gb=^ 
u88047_1567-1969,dnaj>mding_j)roteinjiomologjdrx)_i^ 
aU_x02160jt717-4976,tmmJforJjisulin_receptor_^^ 
10 all_x54993_1096-1685,tfiid_mma 

aUlx56807_2617-3194,dsc2_ninia_forjdesmocoUiiis_lOT 

x59244mnia_2391-2967,znf43_jiinia 

x61100miiia_1983- 

2445,j75Jcda_subiiiiitjaadh_dehydrogenasejpre^^ 
15 aU_x63468_2398-2915,niraa_for_transcription_factor^^ 
alLx64229_888-1393,dek_mma_ 

x65867cds#l_1157-1409:in_reversesequence,_1447-1639;am)ia_for^^ 
all_x79201_2342-2775,tQma__for_syt 
x85753_1268- 1 646,nima_for_cdk8 jrotemjdnase 
20 yO0971iiima_1891- 

2419,irmiajforjphosphoriobosyl_pyrophosphat^^ 

y09943cds_117-452:m_Teveraesequence,_561-602,mnia_f^^ 

prolifarativejprotein_ 

25 Metagene411 

dl7570_565-1083,inma_for_zoim-pellucida-binding_protein_(sp3 
d49394_1619-2123,mmaJbr_serotonin_5-ht3_receptor,_compk^^ 
hg2358-ht4858_s_at_hg2358-ht4858jproto-oncogene>ts-l,_altspIice_2_ 

30 139833_2587-3097,(cloneJikvbeta3Lk+_chaimelJ>etaj5ub^^ 
ml3577inma_1550-2096,myelinj5asicjprDtei^^^ 
ml4113nima_8440-8986,coag^latiott_fiK:tor_viu:c_i3^^ 
aU„m33987j2226-2701,carboiuc_aiihydraseJJcai)_xn^ 
m35296_3284-3758,tyrosineJdnase_argjgene_mnia_ 

35 m64934_1917-2397Jcell_blood jgroupjroteinjtnma^ 
all_s71 129_3-426,_acetylcholinesterase_{i4- 
eSjdoman} [human,Jmnorjcell_lmes,_genomic,_847jafl 
s78234_2755-3259,_.nuc2jiomologjhiiman,_fibroblasts,_mma,_3320_^^^ 
u00238_3024-3552,glutammejpq>p_amidotransferase_(gpat)_iim 
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u00943_1017-1203,cloneja9a2brb2_(cac)ii/(gtg)njrepeat-contaii^ 
u03397_787-1358,ieceptorjpn)tem_4-lbbjDima,_caniple^^^ 
ul 5460j322-844,bzip_proteinJ>-atf_mma,_completejcds_ 
xi27326_1666- 
5 2123,alphajC13/l>4)_fucosyltransfisiMe_(fut3)_ii^ 

113 1 875_979-1399,hep27_protem_mma,__coinplete__cds. 
u40846_1964-2399,alpha-n-acetylglucosatamidase_(nag)_mma,_co^^ 
u51477_2883-3444,diacylglycerol_kinasejzetajDmrna^ 
u62317mma#6_1634- 
10 2156,Jiypotheticaljrotein_384d8gene_extmcted_fi:om_chromosom 

u7 1 364_1 097- 1 553,serinejpioteiiiase_iiihibitor_(p 1 9) jtnma,_complete_cds 
an„u73167jl971- 

35099,JiiJiucal4.2ajgenejBxtractedJBromo^^ 

U79274J883- 138 1 ,cloneJ23733_iiinia,_completejcds, 
15 v00574cds_225-538:in_reversesequence,_3330- 

3468,germ_line_gene_homologous_tojbladder_carcinoma_oncog 

all_xl 7622_3 693-42 1 0 Jibk2_nirm_forjpotassium_chaimeljprotem_ 

x5 1 688mma_1054- 1438,mma_for_cyclmja_ 

all_x62515_13260-13708,nmia_forj>asement_membrane_hqparm^ 
20 x70040cds_3944-4130:inj:eveisesequence,_4236-4470^n_iima 

, x8578 1 exoii_2-55 1 ,nos2_geiie,_exon_27_/gb==x8578 l_/ntype=dna_/aimo1r='exon 

yl0055cds_2802-3096:injreverseseq[aence,_3310-3532,nmmj^^ 

Metagene 326 

25 

110035_162-666:in_reversesequence,_684-690,ci:ystallin_beta-b2_mm 
ml6594J790-904,glutathione_s-transferase_ha_subumt(gst)_mma,_com 
u8 1 523_1 378- 1 8705endometrial_bleedmg_associated_factorjtmiia,jcomp 
all_yl0375_l 179-1706,mraa_for_sirp-alphal 

30 

Metagene 237 

dl 7427_3421-3506,mnm_for_desmocollmjype_4_ 
d25278_2024-2510,xruiia_forjdaa0036jgene,_complete„cds 
35 d26528_l 0 17-151 5;rnnia_for_maJielicase,_complete_cds_ 

d32202_2017-2263,mnia_for_alpba_lc_adrenergic_receptor_isofonn_2,_^ 

d43768_663-1197,jouman_mma_forscm-l_(single_cystem^ 

all_d49742_2413-2984,mma_for_hgf_activator_likejpix)tem,_^ 
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d498 1 7__1 233- 1 725;nma JFor_fiiictose_6-phosphate,2-kmase/fiiictose_2,6- 
bisphosphatase,__complete_cds 
d49950jt95-918,Uverjiirim_for_intcrf^ 
d64158jH5- 
5 668:not_in_jbjrecoKl,inma_for_atpJbmdm 

d82061 357-876,b-ceU_mma_for_a_member_ofJiie_.short- 
chain_alcohol_dehydrogenase_fatmly,_partial_cds 
d82343j^74-960,,mma_for_amy,_complete_cds 
d88270exon#2_89'-293:in_jeversesequence,_18899- 

10 19103,(lambda)_dna_forjuiimimoglobm_light_cl^ 

hgl804-htl829_at_hgl804-htl829_onii1hme_ainmoti^ 
hg2367-ht2463_s_atJig2367-ht2463_MthoiaxJiomologJra 
bg2416-ht2512_atjbg2416-ht2512^alj3eta_13(4)glcnac_alp^ 
hg2562-ht2658j5jatjig2562-ht2658_a-myb_ 

15 hg2689-ht2785_atJbg2689-hl2785_mucin_5b,_tracheobronchial 
hg3364-ht3541_atJig3364-ht3541_ribosomaljproteinJ37_ 
hg4102-ht4372_at_hg4102-ht4372_n-ethylmaleimide-sensitive_factor^ 
hg4115-ht4385_at_hg4115-ht4385_olfactorylreceptor_orl7-210_ 
hg4333-ht4603_at_hg4333-ht4603_2mc_fingerjrotein_ziift)t7 

20 hg961-ht961_atJig961-ht961^guanme_nucleotide_exchange_factor_ 

j00073exon#2_132-255:notjn _gbjrecord,alpha-cardiac_actm__gene,_5'_flaii^^ 
j00306cds_40-304:m_reverseseq[ueiice,_l 168-2537,somatostatm_i_gene_and_flanks_ 
140371innia_661-1075,thyroidj:eceptorjnt^ctor_(t^ 
142354mma_25-409,(clone_48es4)_i3ama_fegment/gb=142354J^^ 

25 14245 lmma_947-1397,pymvate_dehydn5genaseJdnase_isoenzyme(^ 
177559mraa_55-403,dgs-bjpartial_mma/gb=177559_/ntype==rna_ 
ml2963iiima_871-985,i alcohol_dehydrogenase_(adhl)_alpha_subunit^^ 
ml4091inraa_1209-173 1 ,thyroxine-binding_globulin_mma,complete_cds_ 
ml4 123cds#2_830- 1280,jpol_fromendogenomjretrovmisjierv- 

30 klO/gb=™i4123j^n1ype=Hina_/aniiot=cds,jpoI_fr 

ml4123cds#3_13-175,_j>ol_fr<MnendogenousjretrovirusJber^ 

klO/gb==TOl4123_/ntype=Hhia_/aiuK>t=cds,jpol_^ 

m25629_270-846Jkallikreinjtiama,jcomplete_cds,_^^ 

m25809_1358- 181 7,endomembranejprotonjpump_subumt_nmia,_oompl^^^ 

35 m26958_46-235,parathyroid__hortnoiie- 

related_protein_(pthrp)_mma,j5*_flank,_clone_pbj^ 

m29194cds_1090-1408:in_reversesequence,_175-223,triglyceride_lipase^^ 

in29994exon#l_2-80,alpha-i_spectim_gene,_exon/gb==m29994j'n 

ra3 124 l_s_atjtn3 124 l_ra3 1 24 1 ,not_in_gb_record,coinplementjreceptor(crl)_gene_ 
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m60721xxinia_1630-2182Jioineoboxjgene,_complete_cds_ 

m62982_1795-2299,aracWdomte_12-lqx)xygenase_mma,_complete_cd^^ 

m63603_1052-1574,phospholambanjaama,_complete_cds 

m63928_645-1161,tjcell_activationjautigeiij(cd27)j^ 
5 m74093_1283-1685,cyclm_ninia_ 

m83664_109S-14 1 6,mhc_ii_lymphocyte_antigen_(Ma-dp) jDeta_chai^^^ 

m89914_8414-8952,neurofibromm_(nfl)_gene,_completejcds 

m93283_898-1438,pancreatic_Upasejrelated_j>rotein(plipl)_mma,_complet^^ 

m99438_1768-2332,tiansducin-likejBnhancerjrotein_(tle3)_mma,jco^ 
10 s691 1 5_250-808,_^granulocyte_colony- 

stimiilatmg_&ctorJbduced^ene_Piiiman»_c^ 

s76756_5 10-954,_4r-inap2=mica:otubule- 

associatedj?roteiMrjL5ofom_J>uman,Jbi^ 

u00944_l 121-161 9,clone_a9a2brb6_(cac)n/(gtg)njrq)eat-containm 
15 u04806_247-787,flt3/flk2Jigand_mma,_complete_cds. 

u09367_l 942-2449,zmc__fingerjprotem_znfl36 

u2023 Oexon_7- 1 27,guanyl_cyclase_c_^ene,_j5artial_cds/gb===ii20230_/ntype=dna_/am 
u23430exon_172-496:in_reversesequence,_793-994,cholecystokiiimj^ 
u33052_2643-3212,Upid-activated,_jprotein_kinasejprk2_iimia,_com 
20 u34038_880-1390,protemase-aclivated_receptor-2_mitia,_complete_cds_ 

u37 143^1 256- 1 832,c3ftochrome j450jmonooxygenase_cyp2j2 jiiima,_complet^^ 

aUja37219_2132-2583,cyclophain4ikejpiotein_cyp-60_^ 

u40223cds_660- 

1068:m_reversesequence,_1548,uridine_mcleotide_receptor^^ 

25 u4701 linnia#l_581-791:in_reversesequence,_751- 

96 1 ,_fgf8_gene_(fibroblast_gix> wlb_factoiprecursor^^ 

u48707_l 23-597 ,protein_phosphatase- l_inhibitor_rama,_completejcds 

u50527_1493- 1891 ,brca2_region,_inma_sequence_cg0 1 8_ 

u59286_49-439,beta-rl_mma,_partial_cds/gb===u59286_/ntype==ma_. 

30 u59321_1625-1967,dead-boxjroteinjp72_(p72)_mma,_complete_cds_ 
u60519_2965-3499,apoptotic_cystemejix)teasejrnch4_(mch4)_^ 
u66(M8mma_2400-2838,clone_161455-2-3JbjceU_expressed_mrim^ 
u66088_1895-2369,sodiiim_iodidejsymporter_mnia,_complete_cds 
u7 1 088_1 325-1 586,mapJdnase_kinase_mek5c_iimia,_complete_ 

35 u75272_743-1283,gastricsmjmrna,_complete_cds 

u75276_2760-3225,mib_related_factorjiibrf_(hbrf)jt^ 

u79 1 15_337-886,death_adaptor_moleculejraidd_(midd)jcnma,_comple^ 

u79253_734-1100,clone_23893_mma,_complete_cds. 
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ii90306_13-175,iroquois-^lassjiomeodomam_j)iotem_i» 

4_inma,_j)artial_cds/gb==ai90306_/nt^ 

u96629mnia#l_1142- 

1658^2a8.2jgenej(iinknovmjpn)temjcit987sk_2a8_l)^^ 
5 all_x00588_5021-5514,mmajforjpreciirsor_of_epidennal _^growth_factorjreceptor 

x02612mma#3_656-1184,geiie_for_cytochrome_p(l)-450_ 

all_x03 663^339 l-3824,mma_for_c-fins_proto-oncogene__ 

xl7254cds_91 1-121 l:injreversesequence,_1335-1449,iimia_for_the_traasci^^ 

x54673 cds_1493- 1 775 :injreversesequence,_20 15-21 35,gat l_mnia_for_gaba_transporter 
1 0 all_x65873_3040-355 1 ,iimia_for Jdnesm_(heavy_chain) 

x65977cds_118-268:inj:evOTesequence,_325-499»nmm_for_co^^ 

aUjx74301j4170-4479,mjm_forjmlic_u_tra^ 

alljx78416_369-921,alplm-sl-caseinjDama 

all_x80878j^l20-4349,rjcappa_b_mma 
15 alLx82895_2890-3425,iiima_for_dlg2_ 

x95 1 90cds_l 574- 1 95 8:in_reversesequeiice,_2 1 70,mma_for_branched_chain_acyl-coa_oxidase_ 

x97302mma30-235,mma_forjptg-ljprotein/gb==x97302_/nt^ 

x99393cds_292-552:iii_reversesequeiice, 655-7875crnkbr5 jgene,jion-functional_mutant 
yl 1999cds_31-358,mma_for_inositol_l A5-trisphosphate_3-kinase/^ 1999_/ntype==ma_ 
20 z29090cds_2967-3183:in_revereesequence,J3201-3393,mma_forj>hosp 
269923cds_1572-l 8 1 8:injeversesequenc6,_6905- 
7O19,dna_sequeace_fix)m_cosniidJ[2190,Jbmtm^^ 

z84483cds_1166-1676,dna_sequencej6rom_pacj46h23,Jbrca2_^ene_iTegion^ 
13_containsJklot 

25 

Metagen6 218 

d89377_1587-2148,mma_for_msx-2,_complete_cds,mma_for_msx-2,_com 

10 1 042_2723-3209,hivl_tata_element_modulatoiy_factorjtnma_^^ 
30 102932_1331-1829,peroxisome_proliferator_activatedjreceptorjtnma,_c^ 

l40636J3438-3822Xclone_fbkjai_16)jrotein_tyrosi^^ 

I77571innia_l738-2218,dgs-ajiima,j3*jen^^ 

ml3207exoiirf?2-4_6-288:m_reveraesequence,_2583:not_in^b_re 

macFophage_colony-stimula 
35 all_m 191 59_3 664-4 1 93,pIacentalJieat-stable_alkaline_phosphatase_(plap- l)_gene,_complete_cds 

iii20681nuiia#2J^326-3842,glucose_transporter-likej)rotein-iii^^ 

ml 1 934_atjn2 1 934_m2 1 934,not jin jgb_record,reananged_and Jruncated_ig_^am 

_disease_(riv) 
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m22005cds_49-367,mterleukingenej^clonejpattacil-2c/2tt,_^ 
2c/2tt/gb=m220 

in282 10_356-686,gtp-bindjng_protem_(Tab3a)_^ 

m30894_1015-1513,t-ceU_receptorjdjreanatiged jgatnma-chain_iniiia_v-j-cjregio^^ 
5 m62800iiima_l 350-1 827,52-kd_ss-a/ro_autoantigenjtrima,_complete__cds 
u28833_1571-2075,down_syndrome_critical_regionjrotein_(dscrl)^^ 
u47292exon_120-564,spasmolyticjpolypeptide_(sp)_gene,_5*_region_and 
u64675_1439-1853,spenn_membrane_protein_bs-63_mma,_^ 
u66838_1138-1594,cyclin_al_irima,_coinpletejcds 
1 0 u676 1 4__at_u676 1 4_u676 14jiot in gb record.smusoidal reduced glutathione traiisporter- 
associatedjprote 

an_x54457_2328-2416,mnia_forJbile-sdt-sto 
all_x59656_1286-1827,crk-Iiks^enejcrkl 
all_x76342_1484-2019,adh7_mma_ 
IS all_x78926_l 271-1 8 12^fl_ninmjFor_zinc_fmgerj)rotein_ 

x79568cds_1038-1314:in_reveisesequence,_1399-1627,bdpl_nima_forj^ 
phosphatase^ 

alljyr00787_1314-1469,mma_for_mdncf_(monocyte-derived_neutropWljc 
all_z29074_1968-2269^ma_for_cytokeratin_i9 

20 

Metagene 377 

d49488_640-l 138,nima_for_alpha-tocopheiDljlransferjprotein,^^ , 
I34363cds_3540-3847:in_reversesequence,_4791-4896,x- 

25 linked_nuclearjprotein_(xnp)gene,_complete_cds_ 

139064mraa_3922-'4348,interleukinreceptor_(il9r)__gene,_coniplete_cds 
m202 1 8exon_l 5-249 :not_in_gb_record,coagulation factor_xi gene_ 
m26665J267-484,histatin(his2)jtmna,_complete_cds,histatin(his2)jmnia,_co^^ 
m59499mnia#l_3549-3891Jipoprotein-associated_coagulation_inhibitor_(Iaci) gene 

30 m61176_1093-1549,brain-derivedjieun)trophicJfactor_(bdnf)_nM 

u02632_27 1 1 -3047,calcium-activated jotassium^charnieljojnia, jaili^^ 
u27193_1872-23464?rotein-tyrosine_phosphatasejcnma,jc^ 

Metagene 96 

35 

hg2668-ht2764_atJhLg2668-ht2764J)radykininjrecq)tor_ 
u58032_1007- 

1322,myotubularin_related_protein(mtmrl)_gene,_j)artial_^^ 
u89012_2087-2639,dentin_matrix_acidic_j)hosphoprotein(dmpl)jmm 
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Metagene 63 

' d55638_227-659,b-cell_pabl_(pseudoautosoinaIJboundary- 
5 like_sequence)_mma,_cloneJbc4/gb==d5563 8_/atype 
d78261_1293-14334csat_ti:amcription_factor_mn^ 

4)_s 

hgl437-htl437_<.atJigl437--htl437_j>roto-oncogeneJrk 

hg2825-ht2949„atJig2825-ht2949_ret_transfonnm^ 
10 hg3570-ht3773_atjtg3570-ht3773jn>teinjphosphatase_ir^ 

hg668-ht4793_atJig668-lit4793j:-cen_fector_l,_a^/c,_altspU^^^ 

j04430imiiaJ794-1350,tartrate-iesistaat_acid_j>hosp]^ 

108 1 87_55 1 - 1079,cytokme_recqptorj(ebB)_mma,jcomplet^^^ 

134059_2447-3017,cadherm-4__mma,_complete_cds 
15 m37984nmia_97-589,slow_tvvitch_skeletal_muscle/car<liac^ 

m57506mma_25-481»_scyal_gene_(secretedjpn)tem^ 

309)_gene,_ 

m74089_1911-2271,tbljgene_mma,_3*_,end_ 
s77094__1075- 

20 1 62 1 , jwcotinic_acetylcholinejreceptor_alpha_subiim 

s80050iiuTia_6S3-1133,jidp-n-acetylglucosamme:_aIpha-6-d-m 
acetylglucosaminyltrans 

s82 1 85 Jl" 1 9-905,_brag- l-brain-related_qioptosis jgene^cl-2_hom 
107 ^lioma,_iimiajpartia 
25 uO0928_611-l 151,clone_ce29_4J_(cac)ii/(gtg)njrepeat-coiitaining_m^ 
u09412_1619-2045,zinc_fmgerjproteih_znfl34_nima,_comple^ 
ul 1 878__4- 169,mterleukin- 

8_receptor_typej3_(il8rb) jiinia,_splice_variant_n8rblO,^ 1 8 

ul 2775exon_l 56-342:notJn_gbjrecord,agoutijgene 
30 uI3022_1572-2124,negativejregulator_ofprogiBmmed_re^ 
l)jtnma^coinplete_cds__ 

ul5306_3076-3466,cysteine-rich_sequence-speci£icjdna- 
binding protein nfic l_nmia,_complet)e_cds__ 
ul8259_6077-6647,clone_ciita-8jmhc_iijiansactivator^^ 
35 u22 1 78_3-32 1 ,prostatic_secretoiy jrotein_57_inma,_complete_cds/gb=^ 1 78_/ntype=ma 
u28488_1344-1847,putative _g_j>n)tem-coupledjreceptor_(az3b)_inma,jcompl^^ 
u34877_5 1 l-997,biliverdin-ixalplia_reductase_mrna,_coinpletejcds_ 
u43959_758-8 1 5,betaadducin_mma,__alteniatively_splicedjpartial_cds 
u77129_2447-2975,spsl/ste20JhomologJdisl_mrBa,_complete_cds 
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u79247_l 157-1559,clone_23599_mma_sequence_ 

u83n5_6327-6753^on-lensJbeta _^ainma-ciystanin_likejrotem_(a^ 

«85430_3 1 14"3279,1iansci^tionjfact»r_iifetx4 jQ^^ 

x(M327mma_1084-1564,eiythroc3rteJ2,3-bisphosphogly^^ 
5 aU_xl3255_2280-2725,mma_for_dopaminej5eta-hy<koxylase_fr^ 

xl 5393miiia_19-54 1 ,motilin^ene_exon(andJoined_cds) 

x59711cds_626-998:m_reversesequence,_1244-1280,iiimajfor_caat- 

box_dnaJbindmg_protein_subunit_a_ 

x67337J2825-3365,hpbrii-4_ninia_ 
10 aU_x69636_1268-1951,mnia_sequence_(15ql 1-13) 

aUjK78933_1420-19704i2fl0_iiima_for_zinc_finger^ 

x83441mnm_2724-3102,mma_for_dna_ligase_iv 

aU_x90568_81371-81864,mmaJfor_titmjixJtem_(^^^ 

alljx91868_915-1378,mma_for_sixl_protein 
15 all_x96754_846'- 1 05 1 ,gene_encodinfiL)cappa_li£J^tjcbai^^ 

x98206mma_55-277:in_reversesequence,_307,inma_for_uv- 

b_rqpressed_sequence,Jiiir/gb===x98206_/ntype^^ 

Metagene 77 

20 

ul2767_4598-4922^togen_mduced_nuclear_oiphau_x©ceptor^^ 
u79298_928-1312,clone_23803_nmia,_partial_cds 
x58987inma_1801-2299,inma_forji- l^dopaminejreceptor 
alljx97671_3 l-566,nMna_for_eiythropoietmjreceptor_ 

25 

Metagene 380 

m27281_642-l 1 16,vascularjpenneability_factor_mma,_complete_cds 
m7511G_814-1312,h,k-a1pase_beta_subunit_mma,jcomplete^ 
30 m99487J2039-2555,prostate-specific_membrane_antigen_(psm 

u73704_124S-1764,48Jcda_&bp-associatedjprotein_fap48_nmia,_com 

Metagene 229 

35 m27 1 60mnia_144 1-1 879,tyrosinase_(tyr) jQMiia,_complete_cds_ 
m64590_3317-3737,glycine_decarboxylasejtnma,_complete_cds 
tt267 1 2__29 10-331 8 jCbl-b Jruncated_fonnlacking_leucine jsipper_mm 

Metagene 345 
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d00632_1032-1470,plasma_(eKtracenular)_innm_forjglutathionej 

d38145_1418-1952;,iiinm_forjprostacyclm_^ 

s77812_148- 

5 211 ,_flt==vascmlar_endothelial_growtii_factor_recepto^ 

u05861exoxi_50-'243:not_m _gb_recor4hepatic_dihydrodiol_dehydrogenase_gene_ 

Metagene 327 

10 hg4167-.ht4437_atjig41 67-lit4437_nuclear_factor_l ,_a_type 

hg855-ht855_s_at_hg855-h1855_di)a_excmon_repair^ 

j05037_918-1368»serine_dehydmtasejmma,_complete_cds 

j0540 W 158"1554,sarcomeric_mitochondrialjcTOal^ 

146353mma 6579-7077,Mg^-mobiUty jgix>ttp j)faosphoprQtem 
15 u 1 0886_j4762-5068,densi1y_enhaiiced_phosphatase- l_mma, jcoiaplete_cds_ 

ii22233_1659~2166^ethyltMoadenosinejhosphoiylase (mtap)_mma,_complete_cd 

all_x03350_1973~2514,,iiima_for_dcohol_dehydrogenasej3eta-l-subi^ 

z94753exon_92-444:iii_&llsequence,_1246- 

1265,dna_sequence_fi:oinj)ac_465g 1 0_on_cliromosome_x_contams jtn 

20 

Metagene 187 
108835mraa#l_3166- 

3367, dm kinase gene (myotonic dystrophy kinase) extracted frommyotonic 
25 alljtn 1 93 1 1_876- 1 059,calmodulin_nuna,_complete_cds,calmodulin_mma,_complete_cds_ 
u53506_1344-1836,<ype_ii_iodothyronine_deiodinase_mma,_complete_^ 

Metagene 490 

30 afD05775_275-755,caspase- 

like_apoptosis_regulatoiyjpn)tein(clarp)_nmia,_alteraativel^^ 

135269exoa_1602-2040,zinc_fiiiger_protein_35_(2nS5)_gene 

u32499_848-929,d3_dqpaminejrec^tor_mma,_completejcds. 

u78107_667-l 105,gamma_snap_jtnma,__complete_cds 
35 u85946_2030-2288,braia_secretoiyjproteinjisecl0p_(hsecl0)_mm 

Metagene 484 

ab003177_604-1096,mma_forj>roteasome_subimit_p27,_complete_cds 
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hg3 1 87-hB366_s_atJhg3 1 87-ht3366jtyroslne jhosphato^ 
hg3546-ht3744_s_atJig3546-ht3744jpre-xnma_spUcinjg^f^^ 
ml9650_1446-1700^'_^3'_-^ycUcjmcleotide_3'_-pho^^ 
s62904_2130- 

5 2523,_tliiopurmejtnethyltransferase_[hiiman,_t84_colon^ 

u47007_l 8 1 8-2250,ti:anscriptional_repressor_(nab l)jaabl_innia,_complete_cds 
u5 1 004_1 66-508,putative_j)rotemJkinase_c_iiihibitor_(pkci^ l)_mraa,_complete_cds_ 
u90304_1272--1782,koquois-class_homeodomainjrotein_ijx 
z93784cds_702- 
10 1008:m_revereesequence,_58791:not_injgb_record,d^ 

Metagene 480 

d38500_574-958,pms6_imna_6^east_misiimtchjrepair _gen©_pmslJbomologue),jpaitial_cds_(c- 
15 terminaljregion 

hgl75 l-htl768_s_at_hgl75 l-htl768_chorionic_somatomanmiotropinJhionnone_cs-5 

hgl783-htl803_s_atjbigl783-btl803jslet_amyloidjolypeptide_ 

hg41 1 6-ht4386_s_atJig41 1 6-bt4386_olfectoty_receptorjorl7-2'l9_ 

1148 13_856-1 147,carboxyl_esteMipase_like_j)ix)tem_(cell)_mraa,^^ 
20 176703mim_2687-3245,b56epsflon_iiinui,jcomplete_cds 

m26856cds_1126-1456:m_iwersesequence,_3467-3600,21-hydroxylase_b_g 

aUj3i60746_531-844,MstoneJh3.1j(hlB)_^ene,jcomplete_^ 

s52028_582-l 141 a Cystathioiiinejgaa[ima"lyase_ {clone hcl-l } [humana^liver, mma>_l 194jat] 
s6827 1_89 1-1 191 ,_crem=cycHc_amp-responsive_elementjmodulator_[hiim^ l_nt] 
25 u03886_2214-2730,gs2_mma,_complete_cds 

ul0685exon#2__992-1142;in_reversesequence,_3043-3271,mage- 
1 0 jantigen_(magel 0)_gene, jcomplete cds_ 

u47050_2888-3296,putative_calcium_influx_channel_(htrp3)_inma,_^^ 
u49 1 1 4_2 1 96-2700,prohonnone_convertasepreciirsor_(pc5)_ninm, jpaitial^^ 
30 u58522_1608-2124Jhimtingtin_interactingjprotein_(^ 
u66036J732-1236,siilfotransferasejmma,_coinplete^ 

u74382_13 17-1 900^telomeric rq^eat dna-binding protein (pm2) mma, complete cds 
u84573JX882-3422,lysyUiydroxylase_isofonnOplod2)jaMna,_com 
u87593_f_at_u87593_u87593,__4040Jn_u87593_31- 
35 5 68,endogenous_retrovirus_clone jp 1 .8 jpolymerase_mraa,_p 
all_xl6546_724-1319,dna_for_eosinophil_derivedjQeiirotoxin 
xl 7576cds_802- 1 078:mreversesequence,_l 233- 
1389^elanoraa_mma_for_nckjprotein,_showingjhomology_to_ 
anjza2970_4355-4674,nima_for_ml30_antigen_cytoplasmic_v^ 
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Metagene 477 

ab000897jl3-373,mrna_for_cadherm_fib3,jaitialjDds/gb^^ 
5 hg3033-ht3 194_at_hg3033-ht3 194_spliceosomaI j5rotem_sap_62_ 

hg3426-ht3610_s_atjig3426-ht3610_zinc_finger_protein_hzf-16,_^ 

124559_1634-2078,(kiajpolymerase_alpha_nmia,_complete_cds 

u07139_2039-2459,voltage-gatedjcalciiimjchaimeljbeta_sub\mit_^^ 

ii36500_2741-3209Jymphoid-specific_spl00Jiomolog_(lyspl00-b)_mm 
10 u46767_288-768,monocyte_chemoattractantj)rotem-4jr^ 

aUju60269_13-524,endogenous_retrovirus_herv- 

kOMnl6)_j>roYmd_clone_binl6. 1 7_putative jpolymerase_and_ 

x76223exonJ2-540,mal_jgene_exon_4. 

x89267exon#10_225- 
15 31 2,dna_for_uropoiphyrinogen_decarboxylase_^ene/gb==7t89267_^^ 

x90978_l 1 87-175 1 4nma_for_an_acute_myeloid_leukaemiajprotei^^ 

Metagene 467 

20 d38502_850-1120,pins4_imm_(yeast_mismatch_i^ai^^ 
termiiialjregio 

d84145j458-980,v^-3jiima,_completejcds_ 
hgl 828-htl 857_atjigl 828-htl 857_nexiii,_glia-derived_ 

hg35 13-ht3707_at_hg35 1 3-hO707_myosm, Jieavy_polypeptide,_Ughtjmeromyosin_ 
25 hg3954-ht4224_s_at_hg3954-ht4224jandsteiner-wienerj>lood_groupjglycoprote 
hg41 14-ht4384_atjig41 14-ht4384_olfactory_receptor.orl7-209_ 
reverse J04742_384-607:inJ04742cdsj4^9-110,autonomousjreplicatmgjsequenc^^^ 
103785_72-582,regulatory_myosm_light_chain(myI5)_iiinia,_c^ 
all J26336_269 l-3220^eat_shock_j)rotein_hspa2 _gene,_compIete_cds_ 
30 135253_972- 1 047,p38_mitogenjactivated jrotein_(map) Jdnasejii^^ 
140388inma_195- 

675,tiiyroidj:eceptorjnteractor_(tripl5)_mma,_5'_endjof^^ 
aUjtxi21388_2-95,unproductivelyjreanianged_ig_mu-ch^^ 
3ala.,unp 

35 ml 1 984_44 1 -95 1 ,(clone_pwhtnt 1 6)_skeletal_muscle_troponm_t_rania,_complete_cds 
m3 1 523_4 1 5 5-4353 ,transcriptioii_factor_(e2a)_mrna,_complete_cds_ 
m33653_467-965Xclones_ht-[125,133])_alpha-2jypeJv_collagen_(col4a2)_mni^^ 
m62840inma_l 755-2 1 75 ,acyloxyacyl_hydrolase_iiima,_coinplete_cds 
m65 134miiia_3588-4 1 02,complement_component_c5jmraa,_3'_end 
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m90391_1736-2866,putattvejtt-16_j>i:otemjprecursor,_mm 

s66427jt218-4764,_ri>pl==TetmoblastomaJ>indinjgLJpw 

b_celljleukemia,jtnma,_4834_. 

s70609_l 78 1 -2339, jglycine jtiMsporterjtype_lb J0iiimm^ 
5 s81264_50-243,_hs-tbx2=t-box_gene_{t- 

box_region}_Piuman,_fetal_kidney, jaima_paitial,_283_nt]/gb= 1 2 

u03486cds_625-1045:in_reversesequeiice,_l 121-121 l,coi]iiexin40 _jgene,_coinplete_cds 

u06632_2039-2579,p80-coilm_inma,__complete_cds_ 

ul 6997_1 218-1 764,orphan_receptor_ror ^amma_iama,_complete_cds 
10 ul9487_1843-2329,prostaglandin_e2_i:ecqptor_inma,_complete_c^ 

u21936_2630-3038,pq>tide_transporter_(hpeptl)_inma^_compte^ 

u27459_2534-2984,origm_recx>gmtion_complexjpiX)teinh 

u433 1 8_1 805-229 1 ,putativejtransmembraiiejreceptor j(jBi^ 

u5»l 0 1 Oexon_l 7-222^cotinamidejti- 
15 methyltransferase _^ene,_exonand_5'_flankmg_i:«gioii/gb=u51010_/ri 

u59289_3350-3824Ji-cadherin_mma,^complete_cds^ 

u61374_,1265~ 

1715,noveljprotem_wttli_short_coiiseiisusjrepeats_of_sixj3y^^^ 
u61836inma_540-972,putative_cyclin_gl_interactmgjprotein^ 
20 u62317mma#7_20i6- 

2532j^hypotheticaljprotein_384d8gene_extracted_from_chro 
u66617_2252- 

2786,sWsnfjcomplexj60Jkdaj5ubimit_(baf60a)_inr^ 
u78027mm^_1964-2372,J44l_gene_(144- 
25 Iikejdbosomdjprotem)_extracted_fix)mbraton_t^ 

u82256_1325-1823,argmase_type_ii_mma,_complete_cds_ 
U82303 J2:5-3 13,unkaow_j3rotein_mma,_^ 

u95020_1276-1786,voltage-dependent_calcium_channelj)eta-4_subunitjti^^ 

x04898inraaj49-445,gene_for_apolipoprotem_aii_ 
30 all_x52056J778-1304,mma_for_spi-ljproto-oncogene 

x59770inma_685-l 213,il-lr2jmma_for_type_n_m^ 

x6n77mma_1495-1933,hsil5r2_gene_for_mterleukm 

x79780cds_94-622:in_revereesequence,j646,ypt3jnMTia 

all_235085_1960-2506,iimm_for_unknqwn_anti^ 
35 247055cds_437-968,partiaLcdm_sequence,_famesyljpyrophosphate_syn&^ 

4/gb=z47055_/niype=d 

Metagene 459 
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d21853_l 1 1 1-I543,mmajforjkiaa01 1 l_gene,_complete„cds 
d79986jt973-55 13,iiima_forjdaa0164_gene,_complet^^^ 
d87077_5465-5975,nmiajrorjdaa0240_gene,jpartial_cds_ 
hg3076-ht3238js_atjig3076-ht3238jieterogeneousjiuclear^^ 
5 hg3514-ht3708_atJig3514-ht3708_tropomyosm_tm3Ctam,_C5^ 
hg4322-ht4592_at_hg4322-ht4592_tubulin,_beta_ 

j0262 linnia_653- 1 2 14;Qon-histone_chroinosomal jprotein_hmg- 14_innia,_complete_cds 

j04029_1450-2007,k^tmtype_i_intermediatejB[lainent_(k^ 

j04152nmia_1181-16485_mlsl _genejextractedja-omgastromtestinal_tuiuor- 
10 associated_antigen ^a733-l_prot 

137368_1 849-2359,(clone_e5 J)_ma-bmditt^jirotem_in^^ 

140397iiama_979-1267,(clone_s31il25)_nima,_3*jBn^ 

142379mma_2645-3155,bone-derivedjgrowth_factor_(b^^^ 

ml6342mma#2_1287- 
15 1581 ^uclearjribonucleoprotein jarUcle_(lmmp)_c_protein_mm 

ml 93 1 Irrmia 520- 1052,calmodulin inma,_complete_cds,calmodulin_mm 

m23379_3723-4179,gtpase-activatingjrotein rasj21_(rasa) nima,_^ 

u00947_1301-1347,clone_c4e_3.2_(cac)n/(gtg)njrepeat-contammg_i^^ 

u06631_3269-3779,(li326)jaima,_coinplete_cds_ 
20 ii20998_973-1417,signal_recognition_particlejsubiuiit(sip9)_mma,_^ 

ij35(M8_1159-1675,tsc-22jpn>tein_mma,_compIete_cds_ 

u3545 1_1 643-2027^eteroclm>inatin_pfotem_j>25 

U57877J766-1 144,integral_m^brane jroteinjoii- 

3_iiuiia,jttuclear_gene_encodmgjtmtochondri^^ 
25 u77948_2714-3236,bmton_tyrosineJkmase-associated_j>n)tem^ 

u79282_1087-1651,clone_23801_mma_sequence_ 

u90549_1452-1932^on-histone_chromosomal_protein_(nhc)_mra 

u9055 1_1 07 1 - 1 623 ,histone_2a-like_pmtein_(h2aA)_mma, jcomplete_cd 

u95740mma#l_5316- 
30 5856,_362g6.1_gene_(imlmownjprotein_cit987sk_362g6_l)_exte 

x01703exoi*4„929-l 1 5 1 ,gene_for_alpha-tubulin_(b_.alpha_l)_ 

xl5729cd8_1538-1820:injreveiMsequence,JZ069-2215,mma_for^^ 

x59405exoirffl2_1560-2040,Ji.sapiens,_gene_forjdaiembrane_cofac^^ 

alljK63753_51 16-5621,son-a_mma 
35 all_x68 194^15 13-2090,h~spl_mma 

all_x72841_1378-1937,ief_7442_mnia_ 

all_x74 104_650-1059,mma_for_trap_beta_subunit_ 

alLx75304_9705- 1 0252,giantin_mma_ 

x8 1 003innia_ 1 032- 1 560,hcg_jvjnma 



818 



wo 2004/038376 



PCT/US2003/033946 



aU_x81 198_3084O673,imna_(clonejp5)_for_arehain_ 
aU_x81625_3058-3617,mma_for_cll_protem 
aUjx84908_3722"3975,imm_forjphosphc*rylas©-k^ 
all_x86098J2367-2704,mnia_forJbs69_protem_ 
5 all_x95 648_1 063- 1 65 8,mma_for_eif-2b_.alpha_Sfubiiiiit_ 

aU_z72499_3 1 57-3740,mma_forJbeipesvmis_associated_ubiquiti^^ 

Metagene 446 

10 dl7391_2957-3497,nima_for_alphaj*(iv)_coUagen,_c-teriiim 

hg4582-ht4987_atJig4582-ht4987_glucocorticoid_receptQr,Jbet^^ 

l(H569_8323-8890,(cl(meJbht-l)_l-lype_voltage- 

dependentj£^cium_chaiineljalj5ubumt_(h^ 

ra37815mnia#l_1079-1589,_cd28 _geneJglycqproteiii_cd28Lextracted_fix)nit- 
15 celljnembrane_glycoprotem_cd2 

z49995inniaJJ014-2590,iiima_(non-coding;_cloneJi2a) 

Metagene 435 

20 dl4874_908-1406,mma_for_adrenomedullin,_complete_cds 
d50857_5954-64404ockl80jproteinjmma,_completejcds 
hgl428-htl428_s_athgl428-htl428 ^obm,Jbeta 
hg2815-ht2931_s_atJbig2815-ht2931_myosm,Jight_cham^ 
muscle,_altsplice__2 

25 hg3523-ht4899_s_atjhg3523-ht4899_proto-oncogene_c-myc,_altspli^^ 14 
109235_1323-1845,vacuolar_atpase_(isofomjva68)_inma,_complete_cds_ 
110838_79-499,srjprotein_femily,jre-mma_spUcing_factor_(srp2^^^ 
142601cds_1334-1665:injreversesequence,_247-4704ceratinisofonnjc6c_ 
m8 1637_1 078-1 603,gimcalcm_mrna,_complete_cds_ 

30 s82297_3-391 ^beta_2-microglobuIm_{l lbp_deletedJbetween_nucleotides_98- 
^9}_[huinan,_colon__cancer_cel 
u07158j541-l 169,syntaxin_innia,_completejcds 
u37518_1162-1390,tnf-reIated_apoptosis_mducmg_Hgand_traa_in^ 
u43083_1408-1582,g_alpha-q_(gaq)_ninia,_.complete_cds 

35 u84569_647- 1 2 1 7,yf5_mma,_complete_cds_ 

u9 1 327mTna_l 56-654,chromosorae_l 2pl 5 Jbac_clone_cit987sk- 
99d8__complete_sequence/gb=ai9 1 327_/ntype=dna_/ 
x03689cds_17-255,mma_fragm6nt_for_elongation_factor_tu_(n-term^^ 
x89399_s_at_x89399jK89399,not_in ^b_record,mma_for_ins(l ,3,4,5)p4-bmding_j)rotem 
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x95073_657-l 1 19,i!ama_for_tiansIm_associatedjpro 

Metagene 404 

5 d87009cds#5_1325-1565:in_fuUsequence,_35519- 

35735,_5*_oy 1 1 . l_jene_extracted_fi-om(lambda)_diia_for_im 
m68895mma_858-1278,alcohol_dehydrogenasegene,_coinplete__cds 
x54489iirma_660-1034,gene_forjDnielanoma_^o\i^_st^ 
alljs68242jl08-889,mma_forjiin-l 

10 

Metagene 338 

d50370_2(W7-2581,inniaJfor_nucleosomc_assem^^^ 
143576_709-1009,(clone_est02946)_mnia_ 
15 m361 18_491-828,cytotoxm_seiiaejn)tease-<5_i^ 
s81419_25- 

349,_dystrophin,_dystrophin_{purkmjejmmoter,_altem 
u04735_1728-2l84,microsomal_stressJ70_protein_atp8^e_core_(stch)jm 
u45255mriia_1576-1952,paired-box_j)rotein_pax2_(pax2)_gene_ 
20 u58331_762-1041,placentd_delta_sarcoglycan_i]mm,_complete_c& 
u63 139_5305-5779,rad50_(rad50)_mma,_complete_cds 
x9211QmrnaJ714-1242,x3mia_forJbicgyiiijp^ 
247553mnia_1761-2247,xiuimJforjQavm-contaiiim 

25 Metagene 316 

hgl72-ht3924_at_hgl72-ht3924jspermidine/spennme_nl-ace1yltrans 
s79267_2828-3398,_cd4_receptor_{exonsand_2}j;human,j4ymphocyte,_mma,_3429 
u 1 0868 J2267-2765 ,aldehyde_dehydrogenase_aldh7_mma,_complete_cds_ 
30 u31449J773-1337,mtestinal_and_liver_tetraspanjmembranejrote 
U5791 1_1 693-2203,fetalJ)ramJ239fb)_nima,_firom_the_wag^^ 
u67934o(te_37S-501 :m_reversesequence,_549- 
765,44.9_kda_protein_cl8bll_homolog_gene,jpartial_cds 
x58022mma_803-1223,mma_for_corticotropin-releasmg 

35 

Metagene 299 

s75881_234-719,_a-myb=dna-bindingL,transactivator_{3'_iegion}_|>i^ 
leukemia_line,jnaraa_ 
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z2 1 707ods_552-9 12:in_reversesequence,_954-984,pl 8 joima 
Metagene 298 

5 d64110__615-l 161,imna_for_tob_faniily,_complete_cds 

hg2564-ht2660_s_at_hg2564-ht2660_gainma-aminobutyric_acid_fe 
j04056_746- 111 8,carbonyl_reductase_mma,_coniplete_cds 
m64174_3012-3468,protein-tyrosinejdnase_(32dcl)jc^ 
u82319j*70-980,clone_yddl9_mma_sequence_ 
10 x67594cds_507-909:in_reversesequence,_l 1 19-1221,mma_forjiishjreceptor_ 

Metagene 296 

m69 1 77_1992-2436,monoamine_oxidaseJ?_(maob)_mrna,_complete_cds_ 
15 m94 1 5 1_3 127-363 1 ,cadherm-associated jrotein-related_(c^r)_innia,_com 
ii01102exoi^l-3_4- 

109:not in_gb_record,lung_clara_ceUskda_secretoiyjp^ 
u49S35_832-1361 ,ykl-39_precursor_nima,_compIete_cds 
u88898_561-757,endogeaoiisjretroviraljbjprotease/mtegrase- 
20 derived_orfl_iiinia,_complete_cds,_and_putat 

Metagene 277 

ac000066cdsj2985-3237:in_reversesequence,_48519-48663,bac_clone_rg293fll_fix)m^ 
25 aro00560_1220-1697,ttf-i_interactingjpeptidemma,_partial_c^^ 
d86958_6175-6430,mma_forjdaa0203_gene,_complete_cds 
hg3369-ht3546_atJhig3369-ht3546jpotassiuni_channel,_voltage-gated,^^ 
related_family,_member_l 
143575mma_102 1-1 1 06,(clone_48a8)_nima 
30 nil5841jl92-945,u2_smaU_nuclearjrna-associated_b"_antige 
m27878Ji656-3172,dnaJ?mdmgjn)tem_(hpf2)_nMiia,_com 
m3 15 16mina_1492-2002,decay-acceleratmgJ^ctor_mma,jDonaLpletejcds 
ni34309_4410-4836,epideiinal _growth_fectorjreceptor_(her3)_niraa,_compl^^^ 
m99436_1808-2246,timsducm-like_enhancerjprotein_(tle2)j^ 
35 ul 8242_76 1 - 1265,cdciuni_moduIating_cyclopMin_Ugand_(camIg)_nMna,_c^ 

u5 1 334_1 840-2068 ,putative_rna_bindmg_protein_(rbp5 6) _mma,_completejDds_ 
u60205_1192-1726^ethylj5terol oxidase_(erg25)_mrna5_coniplete_cds 
u65928_71 1-1 125 jim_activation_domainJ>mding_j)rotem_nmia,_complete_cds_ 
u82279_1505-2069,imniunoglobulin4ikejraiiscriptmma,_conapb^ 
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u9 152 1 J2098-2470,pen>xm(hspexl2)jiima,_.complete_cds, 
dLx79353_1624-2189pi:ap-4jtnrna_for _gdp-dissociatioii_inhibitor_ 
aUjx8O754_1279-1862,mrnaj0r gtp-binding j>rotein 

x8 1 85 1 cds_26-326,Jbsapieiis_U-4_gene_splice_variant/gb=x8 1 85 l_/ntype=ma 
5 alLx83543_7066-7427,apxl_mma_ 

x90999cds_390-726:inrevei:sesequence,_828-942,nmia_for_glyoxd 
all_x99584_197-630,mma_for_smt3ajpiotem 
all_y00291_2443-2888,hapjrnrna_encodingja_dna«bmdmg 
all_y07566_?5 1- 1066,mma_for_ritjprotein_ 

10 

Metagene 270 

d45917_634-l 120,mnia_forjlimp-3, jartialjCMisj^^ 
d83174_1524-1896,mnia_for_coUageaJbmdingjprote^ 
15 d86479_2250-28 14,ninia_for_aebpl__jene,_complete_cds__ 

d87258_1489-1999,canceUousJ>one_osteoblast_mma_for_serinjp 
bindmg_motif,_complete 

hg2197-ht2267_sjatJig2197-ht2267_collage,_type_vii,_alpha_l 
hg3543-hl3739_at_hg3543-ht3739_insulm-like _^wth_factor_ 
20 hg987-ht987__atjig987-ht987_mac25_ 

j0261 lmrim_208-766,apoHpopiotemjd_mnia,_complete_cds_ 
j03040_1508-2000,span:/osteonectmjaima,_comp 

j03278_5029-5485,platelet-derived _growth_fector_(pdg^)jreceptor_mma,_com 
B2137_191()-2309,gennline_oligomeric_matrixjprotein_^^ 
25 136033_2929-3343,pre-b_cell_stimulating_factor_homologue_(sd^ 
ml 17 18_716-1274,alpha-2_type_v_collagen _g6ne,_3'_end_ 
ml6279mma_757-l 153,mic2_mTna,_coinplete_cds 

m25269_l 791-221 1 ,tyrosineJkmase_(elkl)_oncogene_mnia,_complete_cds_ 
m55593inma#lJ2600*2936,collagenase_type_iv_(clg4)_^ene_. 
30 m85289_14032-14302,heparan_sulfete_pioteoglycan_(hspg2)_ii^ 
m96233exon#8_114-467^1uiathioneJiMu5ferase_mu_num 
aUjttl4394jt004-4533,tissueJiiliibitorjoCnietalto^ 

ul6306_l 0722-1 1 142,chondroitin_sulfatejiioteoglycan_versican_vO_spUc^ 
variantjpreciirsor_peptidejmm 
35 u24389cds_1495- 1 696:mjreversesequence,_207-339:not_in_j;b_record Jysyl_oxidase 
likejprotein gene 

u60 1 1 5__1 863-22 1 1 ,skeletal_muscle Jim-protemjsliml_mma» jcomplet^^ 
u77846mma_979- 

1356,elastm_gene,jpartial_cds_andjpa3rtial_3*_utr,elastm 
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aUjxl5880_1690-22734imia_for_colIagenjvi_alpha-l_c-term 

xl5882cds_984-1230:in_iwe)rsesequence,_1272-1554,iium_^^ 

terminaljglobularjdo 

x79683cdsjt908-5361:iaj»veisesequence^5594-5620jamb2_inr^^ 
5 x86693niniaJ!171"2675,mma_for_hevin_like_^^ 

2:48 1 99exon#4_l 5 1 0-2026,syiidecan- l_gene_(exons_2-5)_ 
z49269exon#l-3_76-199:not_m _gb_recoitl,gene_for_chemoldnejhicc-l_ 

Metagene 265 

10 

d841 10_1 1 13-1515;nma_for_wemer_s>iidrome-l/lype_4,jcomple^ 
d86982_5824-6286,mniaJforJdaa0229jgme,jpartM_cds_ 
hg4518-ht4921_atJig4518-ht4921_transcriptionJfactorJ>^ 
x04085mnia_1684- 

1 5 223 6,gene_for_catalase_(ec_l .11,1 •6)_5*_flank_and_exonmappmg_to_chromosQme_l 1 ,_band 
x67098exon#8_40-454,rts_alplmjnDma_contamm 

Metagene 247 

20 d86983_5131-5485,imm_forjdaa0230^ene,jpaitial_cds_ 

hgl42-htl42_atJigl42-htl42jcaoduktDrjrecognition_few 

hg3995-M4265„atJig3995-ht4265_q)g-eimched_dm,_clane_sl 

j04599_l 078- 1 630 JiipgijnMmjencodmgJbonejmall proteoglycan J[_^ 

j05243_7216-7732^oneiyfhroid_alpha-spectrin_(sptanl^ 
25 106 1 3 9_3573-4083,receptorjprotein-tyrosine Jkinase_(tek)_m 

141 143_1 635-2085,expressedjpseudo_tcta_mma_at_t(l ;3)jtranslocation_site,_coinpletejcds 

ml3194mma_586-1006,excision_repak_j)rotein_(erccl)jcnma,_^ 

m25079_l 63-23 0,sicMe_cellJbeta-globm_mma,_complete_cds 

m57609mma_4490-5012,dna-bindingjprotein_(gli3)_mma,^^ 
30 xl5306mnia_3269-3707,nf-h jgene,_exon(andJoined_cds)_ 

x75546cdsj526-926:mj:eveisesequence,_1204,mma_for_fibromodulin 

283799_15-239,nimaJfor_axonemaIjdyneinJieavyjcha^ 

alLz84721_30317- 

34635,dna_sequence_fit)m_cosimdjggl_from_a_contig_from_the_^ 

35 

Metagene 243 

m60974_73 1-13 04,growth_aiTest_and_dna-dainage- 
inducible_protein__(gadd45)__inma,_complete_cds_ 
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aUjxl4894_826-1385,mma_for_myogemc_fiictorj^ 

Metagene 242 

5 dl 0704_1 969-23 65,inma_for_choline Jdnase_ 
dl 34 1 3mma_578-6 1 7,mnia_for_tumor- 

associated_120Jcda_nuclear_j)roteinjpl20,_j)artial_cds(carboxyMe^ 

dl3900_748-1234,inma_for_mitochondrialjshort-cham_enoyl-coa_^ 

d64108_1595-2079,mma_for_dmclJbLomologue,jDomplete_cds__ 
10 hg3999-ht4269_atjig3999-ht4269jretmoic_acid_receptor,_^ 

j03071cds#3_151-604:mjrevereesequence,_14327-28953,_jgrowl^^^ _gh- 

l_gene_extracted_fix)mgrowfliJh 

113042exoii#2-3_ll-216:notjmjgb_record,calbindi^^ 

114778_1665-2225,calmodulm- 
15 dependent_j>rotemjhosphatase_catalytic_subunit_(ppp3ca)_ 

137043inma_742- 1 294,casein_kmasej[_epsilon_inrna,_coinplete_cds 

146720cds 223 l-2557:in reversesequence, 2650-2828,autotaxin-t (atx-t) gene, complete cds 

all_m55420_605-897:in_Tn55420cds_109-140,ige__chain,Jastexons_ 

m63904innia_15 19-2029,g-alphaproteinjtnma,_complete_cds_ 
20 m65066_1903-2323,camp-dependmtjK>tem_kinasejregiilator^^ 

m7S099 25-493 japamycin- and fk506-bindingjrotcin, complete^ 

naL87338_1120-1660,t^Ucation_factor_40-kda_subunitj(al)_i^ 

s6861 6_j4005-449 1 ,_na+/h+jexchanger_nhe- l_isoforniJPiiman,_heart,_ninia,_45 16_nt] 

u20530_47-593,bone_phosphoproteia_spp- 
25 24jprecursor_nima,jcomplete_cds/gb===ni20530_/ntype===Tna 

u22398_1030-1468,cdk-inhibitorj)57kip2_(kip2)_mma,__complete_cds_ 

u3 3 839_atju33839 ja33839,not_in_gb jrecord,potassiumjchamiel_^ 

/ntype==ma 

n61262_4667-5195^eogenm_mrna,_coinplete_cds_ 
30 u666 1 9_1 1 65- 1 699,swi/snf_complex_60 Jcda_subiimt_(bafl50c)_mma^complete_c 
u82313_133-439,unknownjrotem_mma,jpaitial_cds/gb=T^ 
x69391cd8_395-821,num_forjribosomaljix)temj^ 
aU_x82693_134-681,mnia„for_e48_autigen 

35 Metagene 241 

d83735_1551-2085,adultjbeartjnmia_for_neutraljcalponm,jcompl^^ 

j04 1 82_1 9 14-2394,lysosoinal_membrane_glycoprotein- l_(lamp 1 )_jnma,_complete_cds_ 

alM08895_35 1 8-4059,mads/mef2-fanuly_transcription_factor_(meQc)_n^ 
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ml9267_1476-1600,tropomyosinjimna,_complete_cds 
aU_ml9481J278-651:m_ml9481cds„818-921,fomstatm^ 
in21574mma„5807"6293,platelet- 
derivedjgrowth_factorj:«ceptor_dphaj(p^ 
5 m74719_1971-2475,sef2-lb_j>rotein_(sef2-lb)_nima,_complete_cds 
m95787_494-1004^2kda_smootiijcmiscle_j>rotein_^ 
s57132_3108- 

3615,_coU6al==typejtvi_collagen_alphachainJhuman,_j>lac^^ 
s7359 1_2 1 69-2649, Jbrain-expressed_lihcpa78JiomologJliiimaii,Jtil- 
10 60_acutejpit)myelocytic_leiikeinia_cells,_ 

u2671 0_3398O878,cbl-b_mnia,_cQmplete_cds 

tt4497S_791-130Kdna-bindmg^piotein cpbp (cpbp) mma, partial_cds 

u53446Ji680-3220^togen-responsivejphosphoproteinjd 

u82532_231-753,gdi-KUssociation_ihhibitor_rhogdigaiii^ 
15 u90913_659-l 157,clone_23665_mma_sequence 

all_x 1 3 83 9_768- 1 3 O0,mma_for_vascular_smootli_muscle_alpha-actin 
. an_x86809_1916-2367,mma_for_major_astrocy1icjphosphoproteiB^ 

y 12670mma_53 1-101 l,ob-rgrp_gene/gb=yl 2670_/ntype=ma 

all_z24727_1355- 1 569,tropomyosmjsofonn_nmia,_completejcds 
20 z26248cds_l 78-640:in_reversesequeiice,_l 5 12,mnia_for_eosinophil _gianule_majorJ)asicjprotein 

all_z48923_3300-3835,mniajrorjbmpr-u 

Metagene 240 

25 hg49 1 -lit49 l_atjig49 1 -ht49 l_fc jreceptoMib3_for Jgg, Jow_a£finity 

m73720mma_1032-1584,mast_cell__carboxypeptidase__a_(inc-cpa)_gene 
m829 1 9_1 20 1- 1 579,gamma_ammoJbutyricjacidj(gabaa) jceceptor Jjet^^ 
3_subunit_mnia,_complete_cds__ 

1127 1 09_3 633-4 1 55,prepromultimerin_iimia,__complete_cds_ 

30 

Metagene 203 

d50582cds_954-1128:in_reversesequence,_,1367- 
1 535,gene_for_mward_rectifier_k_channel,_completejcds_ 
35 hg2365-ht2461_at_hg2365-ht2461_glyceraldehyde-3-phosphate_dehydrogenase 
hg4188-ht4458_atJig4188-ht4458jfl-methyl-d-aspartate_receptor_subiJ^ 
jOO 1 46_3 88-7 1 8,dihydrofoiate_reductase_pseudogene_(psi-hd 1 ) 
123808_1 297- 1 7 17,metalloprotemase_(hme)_mma,_coniplete_cds 
12707 1_1 963-2527,tyrosineJkmase_(txk)_nmia,_complete_cds 
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137378mma_3182-3680,guanylyl_cyclase_(retgc-2)_innia,_com 

14038(hBnm_285-795,thyroid_i«cq)torJm 

aUJ48728_380- 

657:not_mjgbjcecoixl,jtcrbvl0sljgene_ext^ 
5 ml 8079cds_85-343:injieversesequence^4 1 58- 
4278,Jhiuman,_mtestmal_fatly_acid_bindmgjpro 

m23234inma_33 1 3-3865,membrane_glycoprotem_p_(mdr3)_mma,_complete_c^ 

m29386mma_200-701,prolactm_miiia,_3'_end 

in94633exon_1275- 

10 1611 ,recombmation_acitivating_protein_(rag2) _gene,_Iast_exoti/gb==iii94633_yntype=dim_/ 
s77763_1132- 

1 624,_nuclear_factor_eiylhroidisofom_f=ba^^ 

alUi07807_33 19-4740:inuO7807cds_13-l 10,met8aiothiott6mjv_(mtiv)_^ene,jcompletej^ 
ul0687exoii#10_1056-1412,inage-4a_antigenj(iimge4a)_gene,jcomp 
15 ul 1690_3665-4241,faciogenital_dysplasia_(fgdl)jnmia,_complete_,cds 
ul3948_3283-3787,zinc_fcger/leucme_zipperjprotein_(aflO)^^ 
ul9345_2258-2756,arljpit>tein_(ar)jtnma,_complete_cds_ 
u26174_499-991 ,pre-gran2ymeinma,_complete_cds_ 

u33017_1248-1680,signalingj[ymphocytic_activationjnciolecule_(slam)_^^ 
20 u35459_629-l 109,bomapin_nima,_complete_cds/gb=ni35459_/nt>pe=^ 
uS252 1_753-1 13 1 ,arfeptin_l ,_putative_taigetj>n)tein_of_adp- 
ribosylation_factor,__inma,_coinplete_cds_ 
u72671_2390-2930,telencephalinjpreciiisor_^^ 
u961 15_162-594,ww_doinain-containing_j)rotem_wwp3_^ 
25 xl2453mma_993-1539,n[ima_for_retinaLs-antigen_(48 

all_x 1 253 0_1 083- 14 1 5,mnia_for_b lymphocyte_antigen_cd20_(b 1 ,_bp35)_ 
xl7648cds#2_1069-l 177:injreversesequence,_1341-1605,mma_for ^^granulocyte- 
macrophage colony-stimulati 

all_x 1 7 65 1_829- 141 2,my f-4_mma_for_myogenic_deterinination_factor_ 
30 aU_x52520J2414-2673,mnia_forJyrosine_aminoti^ 

x54 131mmal5534-6026,hptpJ>etajtnma_forjprot^ 

x57303cds_1488-1866:m_reversesequence,J2022-2028,recll_m^ 

x61615cds_2830-3I60:mjreversesequence,13482- 

3548,mma_for_leukemia_inlubitoiyJ&ctor_(UQ_^^ 
35 x65550exon#15J2051-2549,niki67ajtiima_(longJype)_f^^ 

all_yl0032_1065-1588,tnmajforjutativej5erine/threoninej 
alLz29067_1423- 1 802,nek3_mma_forjproteinjdnase 
z30425cds_649"1009:injreveisesequence,_1299-1311,mma_for_oiphan_^ 
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z35491mriia_797-1253,nma_forjaovel_glucocordc^^ 
Metagene 199 

5 ac002086cds_1686-1974:in_revercesequence,_984855pacjclone_dj525nl4_fix)m_^ 
k032 1 8cds_l 068-1 587:iii_reversesequence,_l 97-230,c-src-l jproto-oncogene 
117418exon_3- 

229;not_injgb_record,_compIementjreceptorgene_ext^ 
I26953_2282-2846,chromosomaljrotem_xnma,_compte 
10 u96136j4729-5233,delta-catenmjtiiina,_complete_cds 

Metagene 194 

136642mnia_3940-4474,receptorjrotein-tyrosme_kiimse_0iek 
15 178833cds#3_363-645:m_fullsequence,_17171. 

1 7279,__brcal_gene_extracted_j5*ombrcal ,_rho7_and_yati_gene 
m8 1886_2390-2861,glutamate_receptorjtype(hbgrl)_nmia,_^ 
alljul7579_1465-1982,_gn5wthJiorinone- 
releasmg_honnonejreceptor_fomJb_gene_extracted_fr^ 

20 

Metagene 193 

d78334_496-1018,mma_for_ankyrinjmo^^ 
u59228_407-797,ectodeiinaridysplasiajprotem_(eda)_m^ 
25 x07384cds_2933-3269:in_reversesequence,_3377-3527,mnm_for^^^ 
aU_x73 608 J2895-3478,mma_forjtestican_ 

Metagene 189 

30 afD00562Ji3-427,iiroplakin_ii_iiinia,jpartial_^ 

d63 134nmiaJ73-439,iiima_for_ets4ike_30Jkda^ 134_/iitypeF=ma 
all J00220_l 704- 1 849,igjgermline_h-cham_g-e-a_regionja:_jgainma-3_5' 
chain_g-e-a_ 

all J05253_8895-9496,mterstitial_retinol-bindmg_protein_(kbp)jgene,_^ 
35 I37792nima_l 565-201 5,syntaxin_l a_inma,_completejcds 

alljrn23533_3030-3556,alpliaadrenergic_receptor_gene,_coinplete__cds 
m296 10_1 79-45 1 ,glycophorin_e_nmia,_completecds,glycophorinje_mnia,_^ 
ul3706_3-63,elav-like_neuronaljproteinisofoim_hel-n2__(hel- 
nl )_mma, jpartial_cds/gb=Til 3706_/nlype==ma 
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ul4383_958-1372^ucm_(muc8)_mma,jpartial_.cds_ 

u20536_935-1428,cysteme_pit)tease_mch2j[sofonnjdpha 

u33921_578-1046,Jisu33921cdiia_ 

u50535_1856-2270,brca2jregioii,_mma_sequeiicejDg006__ 
5 u58970_1284- 

1824,putative_outerjmitochondrial_membrane_34_kda_t^^ 

u66406_2835-32555putative_qph-related_j)tkjreceptoMigand_le 

u90065_615-1178,potassiiim_cbaimeljixnoljaraia,_complete_^ 

v00551mma_366-878,_messenger_riia_forleukocyte_(^^ 
10 dLx05345_1772-1953,mma_for_histidyl-tma_synthe 

xl4448mnia_1017-1299:inj:eversesequeiice,_l 1301-1 13 19,gla__gene_for_alpha-d- 

galactosidase_a_(ec_3.2, 1 . 

x86012ods_61-3 19:in_&Usequence,j6603- 

6795,dna_sequence_fom_intK>n_22_ofjflie_factorjWii^ 
15 all_y00477_5141- 

5216,bone_maiTowj5erine_protease_^ene_(medullasin)_(leii^ 

Metagene 173 



20 ni24736_3222-3785,endotheUal_leukocyte_adhesion_molec^ 
y07565cds_307-614:injreversesequence,_833-1024,imn 



Metagene 167 

25 Iig4704-lit5 146_at_hg4704-ht5 146_glial_growth_factor 
ml9301mma_944-1448,branched-chainalpha- 
keto_acid_dehydrogeaase_(e2)_mma,_complete_cds_ 
m956 1 0_1 97 1-2493 ,alphatype_ix_collagen_(col9a2)_innia,_partial_cds_ 
u65437mma_7-307,homeodomam-containingjrotein_(han0_gene,_j)artial_c<^ 

30 

Metagene 161 

ab00678 l_528-1007,mma_forjgdectm-4,_coniplete_cds/gb=ab00678 1 Jhtype=nia 
afl)071 1 1_1609-2017^din2-likejp53-binding jrotem_(mdmx)_nurna,^^ 
35 d49357_958-1438,mma_forjs-adenosylmethionme_synthetase,jcompIete_^ 
d86984_5659~61 39,iimia_forjdaa023 l_gene,_j)artial__cds_ 
hg2261-ht2351_s_atJ[ig2261-ht2351_antigen,_prostate_specific,_altspHce_^^ 
hg3527-ht3721_f_at_hg3527-ht3721JuteimzingJionnone,J)eta_su^ 
hg3994-bt4264_atJhg3994-ht4264_cpg-«nriched_dna,_clone_^ 
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hg4058-ht4328_atjbg4058-ht4328„oncogene_amll-evi-l,_fus^ 

hg4533-lit4938_atJig4533-ht4938Jcallistatin,_jirotease^ 

j{)4739inma_1212-1650,bacteiicidaljemeabUity_^ 

115309_2444-2960,zmcJ5i^erjproteinjCznfl41)jti^ 
5 117075_1 130-1607,tgf-b_supeifamayjreceptor_typeJ_ 

124774_272-757,delta3,_delta2-coa-isomerase__nima,_3*_end 

142583cds_1334-1665:m_reversesequence,_305-528;keratmisofoimjc6a_(k^ 

all_in24900_l 501 -2054,triiodothyronme_recptor_(thral ,_ear l),_andjear2 jgenes, Jastexons_each_ 

in27093J2049-2509,nuclear-encoded_mitochondrialJbranched_cl^ 
10 keto_acid_dehydrogenasejtraiisacy 

m36067inma_2602-3040,dna_UgaseJLxiinm,_ccmiplete^ 

m73077_2770-3178,glucocorticoid_receptor_i»pression_fectoK 

ni94055_5925-^285,voltage-gatedjsodiumjchamel^^ 

aUjul7894_870-1231,dpha(l,2)focosyltransferaseJfut2)jgOT^ 
15 u38545_3056-3578,arf-activated_phospliatidylcholine- 

specific jphospholipase_dl aj(hpldl)_mnia,_complete 

u45448_2014-2535,p2xl_receptor_mraa,_complete_cds 

u68727_2868-34l45homeobox-contaimngjproteinjcnma,_compl^^ 

u90550_299 1-35 1 3,butyrophilin_(bt£2)_mnia,_coinplete_cds 
20 x76029cds_141-453:in_reversesequence,_636-756;tnma_for_^ 

all x99226_4853-5412,mma_for_fea jpiotein 

Metagene 158 

25 m92843_l 144-1 583, zinc_fmger_tnmscriptionaLregulator^^ 
u620 1 5_1 475- 1841 ,cyr6 l_mma,_complete_cds_ 

v01512irma#2_1533-2061,cellularjoncogene_c-fos_(complete_sequen^ 
all_x5 1 345_1 604- 1 744 jun-b_mma_for Jun-b_protem 
alljc5254 1_2549-3 1 02,mma_for_early ^owth_response_protem(hegrl ) 
30 aHjx68277_1459-1952,cl_100_mmajrorjproteinJyrosinej^ 
all_x75918_2858-3417,nima_forjiot 

Metagene 146 

35 xl2556mma_3159-3483,niim_fordbljproto-oncogene_ 

all_x5201 1_699-1 144,my£6^6ne_encodmg_a_muscle_determmation_factor_ 

Metagene 141 
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ul9180_535-925,b_melanoma_antigen_(bage)_nima,_compl^^^ 
u30828_1078-1630,splicingj&ctor_sfp55-2_(sip55)_iiu^ 
ii5 1269_3408-3900,annadfllo_repeatjprotemjn^ 

5 Metagene 137 

afD05037_574- 

1030,secretDry_camer_membrane_j)rotein_(scampl)_mma 
d87449_5359-5785,mnm_forjdaa0260jgene,_partial_cds_ 
10 100972 J2064-2202,cystatfaioiiine-beta-synthase_(cbs)_mnia 
149218exon4- 

91,retmoblastoma_susceptibiHly_pn)tem_(ibl)je413^^ 
m88163_30S9-3581,globaljtra]iscription_activator_^ 
u79296_l 366- 1 8765dihydrolipoamide_ace1yIjtransferasejrxi^^ 

15 

Metagene 129 

1080 1 0exoi^6_94-2 1 1 :not in gb record,reg gene homologue^ complete cds 
132831exon_463-1036,gjrotein-coupled_receptorj(gpr3)__gene,_complete_cds 
20 ml9888_58-580,sman_prolinejdchjproteinj(spri)jmma,_^^ 
ml9989_cdsl_at_ml9989_ml9989^otJn_gbjrecord,platelet- 
derived_growth_fiu5tor_(pdgfa)jsi_ch£^ 
"aUjtti59216_1586-2163:mjm59216cds_1091,gaimna-ammobut^ 
1 subunit_ 

25 u5868 1 cds__807-l 1 16:in_reversesequence,_l 191-1434:not_in_£bjrecord,neurogenicj3asic-helix- 
loop-belix_ 

all_x63337__548- 1101 ,hb2a__gene_for Jbigb_sulfur_keratin 

z29572cds_52-322:in_reversesequence,_95-605,antisense_nima_for_bcma_peptide 
z4851 lexon#4_572-l 148^gjtnma_(clone_pepl 1) 

30 

Metagene 88 

dl3640j*563-5091,nimaJforJdaa0015_gene,jcK)mplete_c^ 
hg2414-ht25 10_s_at_hg2414-ht25 lOjprostaglandinjreceptor^epl jsubtype 
35 hg323 6-ht34 13_X.at_hg323 6~ht34 1 3 jtieurofibromatosistiimor_suppressor 
hg3342-ht35 19_s_at_hg3342-ht35 19 Jdl__ 

j0380 1_9 11-141 8 Jysozyme_mjnna,_completejcds_with_anjdu_repeatJbi^^ 
allJ00389_1196-.1792,cytochrome_p-450gene_ 

ml 1058mma_235 l-2879,3-hydroxy-3-methylglutaiyl_coeiizyme_ajreduct^ 
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ml9045_907-14144ysoz5ane_mma,_complete__cds 
all_jn31551_576-l 134,uix)ldxiaseJiiWbitor_(pd-2)_gene_ 
xn31667_f_atjtn31667_ni31667,JJ040_m_an_m316 
2265,cytochrome_p450jCcypla2)_^eae_ 
S u32576num_19-535,apolipqprotein_apoc>iv_(apoo4)j^ 

u33267_l 6 1 3-208 1 ,glycinejreceptor J3e1a_subumt_(gltb)jtn^^ 
u50361_16-3 19,calcium,_calmodulin- 
d^endeatjproteinJdnase_n_delta_nmia,jartial_cds/gb=^^ 
u60269cds#2_171-429,endogenous_retiovirusjlierv- 
10 k(hml6)_proviraLcloneJbml6. 17_j)utetive_j5olyinerase_an 
u72507mrna_855-1341,40871_innia_j)artial_sequence 
xl4008nuiia_926-- 1433,lysozyme_gene_(ec_.3.2. 1 . 17)_ 
aUjx:51417_1050-1651,ninuijror_steroidJionnoneJ^ 
yl0207mmaj61-475,imna_fbrjcdl71jprotein/gb==yl0207_^^ 

15 

Metagene 83 

d90224_2791-33 19,mma_for_glyGoprotein_34_(gp34)_ 
hg415-ht415_at_hg415-ht415_lectm,_galactoside-bmding,_sol^^ 

20 k03204inma_582-1130,prbl_locus_saUvaiy_prolin^^ 

ml4758mma#l_4264-4561,p-glycoprotem_(mdrl)_mma,_^ 
, m36653_1448-1663^-oct_factor_mriia,_complete__cd5_ 
m64231iiima_1264-1624»spennidme_syn1iiase_jgene,_^ 
m64358exon_16-189^hom-3^ene,_exoii/gb=m64358_/ntype=dna_/ 

25 allju67368_952-141 l,multiple_exostosis(ext2)_gene_ 

alljc 1 6 1 05_1 077- 12264iima_for_rd_protein,_nia-binding 
x58255mma_2472-28625flg-2j_gene_for_fibroblast_^owth_factor_recepto^ 
all x67235_1087-1595,mma forjproline_rich_homeobox_(prh)_protem 
yl02G9iimia_79-331,imna_for_cd301_protein/gb==yl0209_/nty^ 

30 all_z70723_l 8 12-2239,mma_forjseriim_aryldiakylphospliatase 

Metagene 65 

d29642_2294-2582,imiia_forjdaa0053_^ene,jcomplete_cds 
35 hgl 155-ht4822_atjbigl 155-ht4822_colony-stimulating_factor_l ,_macropliage,_altsplice_3 
hgl996-ht2044_atjhgl996-ht2044 ^guanme nucleotide--bindmg protein rap2,_ras- 
oncogeae_related_ 

hg243-ht243_s_at_hg243-ht243_lowe_oculocerebrorenaLsyndromejproteiii_ 
hg2797-ht2905_atJig2797-ht2905_ciathrin,_Ughtjpolype^^^ 
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hg401 l-ht4804_s_atj[ig401 l-ht4804_dystrophiii-associated _glycoprotem,_50Jkda,_altspliceJ2_ 
hg4757-ht5207_s_at_hg4757-ht5207_oncogene_mU-af4,_&sion_a^ 
j00268gene_270-1415,iiisulin _gene_ 
17844(taMtna_2089-2509,stat4jtnma^com 
5 ml0321njnm_5749-6321,von_waiebrand_factor_n^ 

m34455_1427- 1 889,mterferon-gainma-inducible Jndoleaim 
dioxygenase_(ido)_inma, complete_cds_ 

m61827mraa_1289-18504eukosialm_(cd43)_gene,_complete_cds 
m74542_l 13 1-161 l,aldehyde_dehydrogenase_type_iii_(aldliiii)_mma,_^ 
10 alLu24683_2 1 9-474,anti-b_ceU_autoantibody_igmJbeavy_chainjvrariable_^^ 
jjregion_(vh4)_gene,_clone_ 

ii34587_1545-2061,corticotropm-releasmg_fectDr_receptainm 

u48861_1914-2430,be1amcotinic_acelylcbolmejrecept^^^ 

u5 1096_1240-1720^omeobox_j)roteinjcdx2janunia,_^ 
15 aU_u58675_25626-39844,_orI7- 

228^ene_extmcted_fi:omolfactoiyjreceptor^enejDlusterjon_clux) 

u64315_2269-2832,dna_repak_endonuclease_subiiiiit_(xpf)_iim 

u81600_368-734,paired4ike_homeodomainjprotcm_j>rx-2jn^^ 

u82010inma_2432- 
20 2930,_homo_sapiensheme_a:_famesyltransferase_(coxl0)_genej)^ 

x58399lnmaJ!^91-903,I2-9_trallscript_ofJl^^ 

x60003inma_543-965,delta_creb_xiinia_for_c^ 

dljx63359_2216-2781,ugt2biojiima_forjudp_gIucuK)M 

x68985cds382-656,mnia_for_hepatic_Ieukemia_fector_ 
25 x72882cds_19-103:injweraesequence,_144-186,14a6ck_dm_^ 

x74764cds_2202-2538:m_i«versesequence,J2903-3041,iimia_for_i^ 

x75342cds_1407-1767:m_reveraesequence,J2095-2239,shb_iimia 

aUjx84213_1094-1357,bak_mnia__forbcl-2Jiomologue 

x89416cds_1386-1440:in_revei:sesequence,_1533-1932,inrna_forjprotein_^ 
30 x9191 lcds_321-711:in_reversesequence,_912-950,mnm_for_ilA^ 

x97267imiia_321-861,lpap_gene 

aUjx98085jil49-4642;n(mia_for_teiiascm-r^ 

aUjK:99664J723-1276,mmajForjprotemjcontaiim 

aIljy00796_4559-5109,iiima_for_Ieukocyte-associatedjDioIera^ 
35 l_alpha_subunit) 

y08409cds_4-385:m_reversesequence,_43 1 ,spotl4_gene_ 

y08639cds_837-1353:in_reversesequence,_1953-2001,nmia_forjh:ansc^ 

y09216_214-736,mraa_for_protem_Jdnase,_dyrk2 

alLzl 1697_1190-1701,mma_forjlibl5 
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z23 1 15cds_197-677:mjreversesequenoe,_817-835,bcl-xljrnnia_ 
z67743cds_1792-2320:injwersesequence^2350,inma_for_^^ 

Metagene 57 

5 

alL14 1 9 1 3_3 05-502^tmoblastoma_susc^tibiUty jrotein^ 
174668_in 

aU_x75958_1683-2170,tikb_nirna_forjrotem-1yrosm^ 
10 Metagene 41 

hg2441-ht2537_s_at_hg2441-ht2537jretmoblastoma_protei^ 
ml6282cds_25-133:mjLeverseseqiience,_283- 
469,firagae_x_locus_iii2cjDontammg_anji^ 
15 anjnl7254_1366-1889,erg2__gene_encoding_erg2jprotein,_w 
u84540mma_1083-1341,dys1robrevm_isoform_dtn- 
3_(dtn)gene,_exon_llb_aiid_complete_cds/gb==u84540_/nty 
yl0202inma_169-529,mmajfor_cd207jr6tein/gb==yl0202jntype=^ 

20 Metagene 37 ^ 

j04076nima_2l71-2651,early_,^wth_responseiirot^^ 

m31659inim_1130-1640,gtjnitochondrialj5olutejcame^ 

aU_x95677_1773-2368;tnma_for_argbpibjrotein^^ 

25 

Metagene 29 

d78014_4608-4998,nma_for_dihydropyrimidinase_relatedjrote^^ 
hg2614-ht2710_atjig2614-ht2710_collagen,_type_viii,_alpha_l 

30 m61906_2813-3326,pl3-kinase_associated_p85_inrna_sequence_ 

u29953nuiia_1150-14683pigment_epitheliiim-derived_factor_gene,_co 
u40572_1105-1627,beta2-syntKiphmj(sntJb2)_xmrna,jcom 
u79294_831-1371,clone_23748jtnrna,_complete_cds. 
xl5525ninm„167a.2084JysosomaLacidjphosphatase_^ene_(^^ 

35 aUjs:68742_2942-3423,mma_forJmtegnn,__alpha__subunit 

x96719cds_86-398:in_reversesequence,_674-710;tnma_for_aicl^^ 

Metagene 25 
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afl)01294_285-735,ipljipl)_nima,_complete_cds. 
dl6227_589-943,inma_forJjd^l_pmtdn_(a_member_of^^ 
d50930j4876-5368,inma_farjdaa0140_ge^^ 
d78012j2289-2793,ninm_forjdihydn>pyriim 
5 d79985_3997-4393,iiima_forjdaa0163jgene^coiiq)lete_c^ 
d90359_^5384-5912,ccgl_mma_ 

hg2566-ht4792_r_atJhg2566-ht4792_microtubule-associated_protei^^ 
j03930exoii#ll_638-1118,intestinal_alkaline_j)hosphatase_(alpi^ 
j04469exora^^9_l 1-173 :not_mjgb_record,initochondrial_creatine Jdnase_(cl^ 

1 0 j05249__94 1 - 1409,repHcationjprotem_a_32-kda_subimit_mma,_complete_cd^ 
I14856cds_746- 1 100:m_reversesequence,_1324«1393,soniafostatin_rw 
11 8983nima_3 1 14-3588,QTOsinejphospliatase_(ia-2/ptp)_niraa,_conq)te 
127479_797-1307^123_mraa,_3'_eiui 
147345_2 14 1 -2609,elongm_a_mma,_complete_cds_ 

15 m36430_321-753,traiisducmj>eta-l_subumt_mma,_3*_e^ 
m57732mma__2643- 

3 1 654iepatic_nuclear_factor(tcfl)_iiuiia,_completejcds,_clones 
reverse_m8 1 780_4000-4487:m_m8 1 780cds#3_175- 
296,_smpdl_gene_(acid_sphingomyelinase)_exlTacted__fi:omac 

20 m88468_1378-1906^evalonatejkmase_nima,_complete_cds_ 
u01147mnm_4659-5211,guanme_nucleotidejreg^latoty 
u09584_1382-1835,pl6j[>rotemjCpl6)jamia,jcomple^^ 
U47742J7360-78 10,monocytic_leiikaeinia_zincjflnger_j)rotem_(moz)_^^ 
u47928_2047-249 1 ,protein_a_aItematively_spHced_form(a-2)_ninm,jcom 

25 u53786j6024-6432:ttotjn _j;bj:ecord,envoplakin_(evpl)_riima,_complete_cds 

Metagene 7 

j00207ninia#2_661-1075,J&ajgene_(mteiferon_alpha- 
30 a)_exti:acted_fix)mleukocyte_mterferon_(leif)_al^^ 
j05016ninia_2252- 

2824,(cloneja3)jrotein_disulfidejLSomerase_reIatedjro^ 
l41268_f_aU41268J41268,_4040_mJ41268imxia„1043-^ 
associatedJransciipt(nkat2)_ 
35 m3 1776cds_35"365,bram_natriuretic_protein_(bnp)_gene,_complete_^ 
u823 1 1_39-1 12,TOknowjprotem_nurna,jpartial_cds/^ 
alljs06661_1817-2340,mrTiajfor_27-kda_calbindin_ 

xl3 100cds_3 130O466:m_reversesequence,_3496-3592,nama_£ragment_for^^ 
x64994cds_642-912:mjcevereesequence,_1279-1471,hgmp07i_gene_for_olfe^^ 
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Metagene 6 

hgll39-ht4910_atjigll39-lit4910_flc506-bmdingu?rote 
5 ml4123cds#4_3521-3935,j)ol_fr^omendogenoiis_retn)vims_^ 
klO/gb=TOl4123j^ntypeF=dna_/aimot=*cds,jpoI_f 
m27396inma_13 89-1 842,asparagme_synthetase_inma,__complete_cds 
m89470_2855-3271,paired-box_jDrotem_(pax2)_nuna,_complete_cds 
s73885_1537-2082,_ap-4=basicjielix-loop-helix_dna- 
1 0 bindmg^roteiii rhuman> cervical carcinoma, hela c 

u35005_764-1278jnklj3eta2_j)roteinjkinase_(jxiklb2)jr^ 
ii5 i333_2437-3005^exokinaseJuyL0'Jk3)_nini^ 
u73738J74-107,calcium/caIniodulin- 
dqpendentjix)teinjdnase_iijdeltajej^ 

15 

Metagene 44 

hg3733-ht4003_at_hg3733-ht40O3_epiligrin,_alpha_3 
m65291_715-1189,naturaUdlIer_cell_stimulatory_factor_^(nk^ 
20 ul5422cds#2_17-269:in_reversesequence,_20347- 

20563,jnn2_gene_(protamine_2)_extracted_fromprotaniine( 
ul8297_1298-1805^stl_(mstl)_jnrna,_coinplete_cds 

Metagene 461 

25 

hg4340-ht46 10_at_hg4340-ht46 1 0_soxa 
u63332_3-361,super_cysteine_rich_j>rotein_mrna,_partial_cds. 

u774 1 3_2543-2975 ,o-lmked_glcnac_transferase jairna,__complete_cds/gb==u774 1 3_/n1ype=ma__ 
x97675mma_3636-4212,_plakopliilin_2a ^ene_extracted_fromninia_for_plakophilin_2a_andJb_ 
30 aU_^z8078 l_583-748,h2b/j_gene 

Metagene 418 

hg458-ht458_f_atJig458-ht458J>eta-l-glycoprotein_l^iegnancy-specific_ 
35 ni22324_2954-3416,aminopeptidaseja/cdl3_mnia_encoding_aminopeptidase_^ 
u04343_8 15-1361 ,cd86_antigen_mma,_complete_cds 
u207603534-4966,extracellular_calciuni-seiismgjreceptor_mrna,^ 
u67849_25- 1 87,beta-galactoside__alpha2,6- 
sialyltransferase_(siatl)_mma,_exon_w/gb=ni67849_/ntypeF^ 



835 



wo 2004/038376 



PCT/US2003/033946 



x59372imna_610-1090jhox4cjmma_for_ajhiomeoboxjrotein 
x65614cds_10-262:mjreveraesequence,_l 9-39 1 ,xmna„for_^ 

x8 1 892cds„2760-2994:in_reversesequence,_3 1 26-3204,innmJfor Jxe6jbn7 jrecq)t^^ 
aUjx95525J2560-3071,mmaJforJami00_protem_ 

5 

Metagene 413 

aU_u03877J2037-2512,extraceUularjprotem_(sl-5)jnnia,j^^ 

10 Metagene 329 

m27968inma_3289-3658,basic_fibroblast _growth_fector_(fgO_xmna,_complete_c^ 
alljn31994_l 17-538,cytosoUcjaldebydejdehydiogenasejCaldhl)jg©ae_ 
m73780_3266-3746,integrinjbeta-8_subunit_mma,_com 
15 u20860exon#3_1889-2279,angiotensmji_typereceptor _^ene,_complete_cds_ 
u65002_6724-7240,zmc_finger_prot6mjlagl_mma,_complete_c 
aUjx(H688_227-798,mma_forjt-ceU_replacmg_factor_(m^ 

Metagene 317 

20 

j03242_n55-1324,insulin-lke_growth_fector_iijtmna^ 

j05068_984-1494,transcobalaminjL_nania,_compl^^ 

m32578_l 131-1 191,mhc_ajila-drjbeta-l jxmia_(di23),_5'_end_ 

all_x79981_3411-3946,ve-cadherin_nirna 

25 

Metagene 271 

ml0901mmaj4325-4655,glucocorticoidjreceptor_alpha_nima,_coniplete_^ 
m88338_1465- 1 867,serimi_constituent_j)rotein_(mse55)_mma,_complete_cds , 
30 u03891_90-576,phoAolinJjtnma,jpaitialjcds 

u77643_1462-19723cl2jprotem_precursor_mma,_complete_,cds 
x74795cds_1923-2181:inj»versesequence,_2272-2488,pl-cdc46jtn^ 
all_x78669_l 1 14-1643,erc-55_jiinia_ 

35 Metagene 245 

y099I2mmaJ757-13l5,ap-2Jbetajgene 

Metagene 185 
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af009301_2752-3262,teMjprotem_nmia,jcomplete_^ 
u73304innia_4973-5447,cbljcaimabiiioidjrecept^^ 
x53414mnm_907-1453,mriia_foo'6roxisomalj^ 
5 x59739mim„5061-5473,z&_inma_for_puttranscripti 

x60955cds_2-147;inj:evei:8esequence,_154-168,tynpjg^^^ 
l)_(parti 

Metagene 163 

d63882_1015-15684isliml5jmma_forjhsliml5,_com 
hg2188-ht2258_atjbig2188-ht2258jpairedj30x_^^ 

xn37825_624-1044,fihroblast jgrovrthJfactor-5_(fgf-5)_mma,_complete^^ 
m60092mnia_1743-2295^yoadenylatejdeammase_(ampdl)j^ 

15 s67798_1420-1930,jph-20Jhuman,Jestis,_mnia^l973_iit] 
u49065_1400-1922,interleijkin-l_receptor- 
related jroteinjmma,_complete_cds/gb==u49065_/ntype==m 
u82671i3ima#2_1536-1776:m_reversesequeace>_106561-106657,Jispl- 
a_gene_extracted_fromcosmids_qc 1 4e2,_ 

20 allju83303_l 1 60-2035,_gcp-2_gene_(granulocyte_chemotactic jrotem-2)_extra^ 
l_reversejtr' 

all_x91 148_3331-3824,niniajforjmicrosomal_triglyc0d 
Metagene 103 

25 

u59877_295-750,low-inr_gtp-bindingjprotein_(rab31)_ii^^ 
x51441cds_28- 

65:m_reve)reesequence,_228,mnia_for semm_amyloid_a_(saa)jproteinjp 
aU_x52075_5011-5273,gene_for_sialophorin_(cd43) 
30 alLzl 1559_2897-3480,nmia_for_iron_regulatory__factor_ 
dl_z29331_1560-1981,(23k/3)_nurna_forjubiquitm-c^^ 

Metagene 80 

35 

hg2479-ht2575_atJbg2479-ht2575Jielk4oop-helixjprotein_sef2-ld 
m55682cds_1132-1467:mj-evereesequence,jJ39-571,cartilage_iimtra 

s77583_4- 

66,JiervklO/hummtvjreverse_transcriptaseJhomolog_{clone_^ 
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Metagene 55 

dl3626_1857-2373,limiaJforJkiaa0001jgene,jDcmple^^^ 

5 

Metagene 417 

hg3299-hl3476_atJig3299-ht3476_acetyl-coenzyme_ajcaiboxylas^ 
u79265_1269-1623,clone___236i4_inma_sequence_ 
10 xl2901cds_2080-243 1 :mjreversesequ^ce,j255 l-2629,mma_for_villin_ 

Metagene 287 

dl7525ninm_3966-4446,nirna_for_piecimor_of^ 
15 reactive_factor,_complete_cds 

d28483_944-1466,scr3_mma_for_raa_bmdmg_protein_scr3,_complete_c^ 

d28532 1223-1763,imna_for_renal_na+--dependentjhosphate_cotransporter,_comple^ 

d3 1628cdsJ78 1-1 132,gene_for_4-hydroxyphenylpymvicjacid_dioxygenase_(hpd),_com 

hg2707-ht2803_atJhLg2707-ht2803_serme/threonine_ki^ 
20 j(H990cds_371-683:injreversesequence,_2929--2989,cathepsin gene, complete cds 

j05257_1239-1713,(clonesjmdp4,_m<^p7)jnica:osomal_dipepti<^ 

102321_1089-1509,glutathione_s-tramferasej(gstm5)_nma,jco 

108485_1759-2257,gaba-benzodiazepmej:eceptorjalpha-5-subim 

m34065mma__l 526- 1 952,cdc25hs_mrna,_coinpletecds 
25 s68287_662-n24,_cWordecone_reductase_{cloneJiakm}Jhiuiian,Jiver^^^ 

u64863_1556-2030^pd-l_(hpd-l)_nima,jcomplete_cds 

Metagene 225 

30 d21205_1715-2279,mma_for_estrogenj:esponsive_fingerjpiDtem^ 
hg2271-ht2367_s_atjig2271-ht2367j)n)filaggrin 
hg2981-ht3 125_sjatjig298 l-.ht3 125 jBpican,_altsplice_l_ 
117330_88-586,pre-t^nk_celljassociatedjrotein_(6h9a)_mnm,_^ 
176927mma_760-1330,galactokmase_(galkl)_gene,_complete_.cds 

35 m31520mma_2- 

131 ,ribosomal_protein_s24 jnQrnaaribosoinal_j)rotein_s24 
u521Umraa#3_2176- 

2659,xq28_genomio_dna_in_tbe_region_of_the_dd_locus_containing_the_genes_^^ 
u573 17_255 l-2989,p300/cbp-associated_factor_(p/cajOjtmna,_complete_cds_ 
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u66468_586-l 126,ceU_growflijreguIator_cgrl l_inma,_complete_cds_ 
Metagene 169 

5 d50928_2629"3019,ninia_for_kiaa0138_gene,_completejcxb 

bg24 1 7-ht25 1 3_atjig24 1 7-ht25 1 3_dynem, Jieavy_cham,_cytoplasmic 
ml 5958cds_12-282:injreversesequence,_67 18-6778,gastrin_gene,_^ 
u68162innia_3059- 

3585,_mpl_gene_(thix)mbopoietin_receptor)_extract^ 
10 alLx60484_683-8584i4/e_gene_forh4Jiistone 

x68505_2403-2879,trum_for_myocyte-specificjenhanM^ 

Metagene 132 

15 d37781_4150-47054iiraa_for_protein-tyrosme_j}hosphatas 

j00209mma_366-878Jeukocyte_mterferon_(ifc-dplm)_alpha-cj«i^^ 
m90696_1168-1738,cathepsin_s_(ctss)jcmTia,_complete_cds_ 
u03735exon#3_?70-l 5 1 7,inage-3 jantigen_(mage-3)^ene,jDomplete_cds_ 

20 Metagene 105 

ii38276J2969-3509,S€anaphorm_iii_fmiilyJ^ 

alljs 1 7093_3834-4023,Ma-fj;ene_forleukocyte_antigen_f 

alLx59798_3705-4192,pmdl_iiinm_forjcyclm^ 

25 

Metagene 104 ^ 

d7861 1_1 893-233 l,mest_mma,_complete_cds_ 
10i406_1010-1562,growlJiJiomone-releasing_hoimone_^^ 
30 m209 19cds_478-568:m_ieversesequence,_899- 
927,dna_witii_a_hq)atitisj5jidrasjsu^ 

Metagene 24 

35 I34357_l 655-2 1 65,gata-4_mma,_coinplete_cds 

u09860J3095-3653,enterokinasejmnia,_coniplete_cds_ 
u33448cdsJ773-l 1 08 :in_jreversesequence»_l 666- 1883,putative jg-protein- 
coupled_receptor_(gpr 1 6)_gene,_c 

u40370_1443-1929,3'_^5'_cycUc_nucleotidejphosphodiesterase_(hspdela3a)_nm 
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alLx02750_l 332- 1 729,liver_mnia_forj)roteiii_c 

z47727cds_6-150:iiijreversesequence,__28-3 13,iiinm_forjrna_polymerase_ii_subi^ 
z80780cds_2-339^byhjgene. 

5 Metagene 366 

ad000092cds#7_730-1062:in_reversesequence,_99587-99822,_h)^otheti^ 
tlireonme_protein_kmase_ 

d50405_1628-2054,mma_for_rpd3_protein,_complete_cds_ 
10 d50925_3408-3918,inma_forjkiaa0135_gene,_partial_cds_ 
d87442_22M-2684,nuiia_forJdaa0253_gene,jpaiti^^ 
104490_954-1362Xclotte_cc6)_nadh-ubiqumbne_oxidor^ 

I37033_1039-1480,fk-S06J>indingjF>roteiii homologue (fld>p38> mma, complete cds 
m92269cds_6175-6626:injreversesequence,j6958-7053,l- 
1 5 type_calcium_chaimelJtfcc_ninia^complete_cds 

u94585_l 8 10-2308,requiemjiomologj(hsreq)_iiinia,_coii^lete^^ 
alLx02596_4186- 

4733;naLma_forJbcr_(breakpointjclusterregion)^ 
all_x69550_1266-1801,mma_forjho jgdp-dissociatioDLjiihibitor_l_ 
20 x80200J428-1866^ln62jinnia 

alLx80497_3995-4428,phldajciinia 

^1488cds_2749-3016:m_reversesequence,_3179-3326,contactm^ 
an_248054J2544-3067,mma_forjeroxisomalJargetmg_^^ 

25 Metageae 121 

d00749exon_346-525,t_cell_suTfacejantigen_cd7_gene_ 
hg 1 877-ht 1 9 1 7_s_at Jbg 1 877-ht 1 9 1 7_myelm J^asic jrotein,_altspliceJForm_4 
hg4126-ht4396_atJig4126-ht4396_zinc_fingerjroteiii_hzf4 
30 m97287_2345-2885,mar/sar_dimJbmdingjprotein_(satb l)_mma,^ 
x98178cds_567-607ainma_for_mach-beta-4jproteui/gb=^ 
y07755exoii#2-3_16-204,sl00a2_geiie,jBxon_l ,and_3_ 
230426jat_z3(M26_z30426^ot_in_gb_record,gene_for_earIy_lym 
_exon_l 

35 

Metagene 49 

hg43 1 6-ht4586_atJig43 16-ht4586jtraiisketolase-like jrotem 
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Metagene 382 

hg4458-ht4727_atJig4458-ht4727JmmimoglobuUn^ 

5 ul 6258_12 12- 1 776,i_kappa_br_mma,_complete_cds_ 
all_x82629_l 744-2297,mma_for_mox-2 
x97324cds_749-1277,mma_for_a(Kpophiliii/gb==x97324j^nl5^ 

Metagene 365 

10 

ad001527cds#l_317-575:m_reveiseseq^eiice,_3640-3802,jDoi^ 
3655:Jblastx _gill0329 

ni31423cd8_322-640:mj«versesequeace,_1200-1320,oerebeUar-de 

rBlated_aiitigen_(cdr34)_gene 
15 u44060_2395-2845,homeodomamjprotein_(prox_l)jcnma,_complete_c^^ 
u57093_501-969,smaU^tp-bindmgjprotein_rab27b_^^ 

Metagene 281 

20 d28235exon#10_1923-2282,ptgs2_^ene_forjn)staglandm_endopero 
2,_complete_cds_ 

allJk02545J752-i044,JcA^nejextracted_frQmt-c^^^ 
1 gene_clust 

dljx98330_15142-1573 l,mnia_for_ryanodinej:eceptor_2_. 

25 

Metagene 180 

m2 1 1 88nima_2754-3204,insulin-degradmg_en2yme_(ide)_nima,^^^ 
s66896_1272- 

30 1638,_squamous_celLcaK:monaa_antigen==serinejprotease_inhibi^^^ l^nt] 
u06452_923-1475^elanonia_antigenjreoogmzedj5yJ:-ceUs_(ni^^ 
ul3616_14235-14709,ankyrinjgJankO)_nima,^^^ 
alljx70340_3545-4062,mmaJFor_transfoming_^ 

35 Metageaie 155 

m26683_4 1 6-5 1 0,mterferon jgamma_treatment_inducible_nima_ 
m603 14_15 82-2044,transfoiming_growth_factor-beta_(tgf-beta)_^ 
u02310_2946-3372,fork_head_doniamjprotem_(fldu-)_^ 
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u57796_3322-3784,zmo_fingerjprotem_0d5-l)_nima,_co^ 
allji601 1 6_905-966:not_in_j;b_recoKi,skeletaljmuscle_l^ 

Metagene 79 

5 

u00802_1922-2463,drebrin_e2_inma_(dbnl),_coinplete_cds 
u77594_245-599,tazarotene-mduced ^ene{tig2)_inma,_coinplete_cds_ 
ti86136_8094-8472,telomerase-associatedjirotemjtp-l_nm^ 
x82494mrna_3527-3965,mma_for,fibulm-2 

10 

Metagene 186 

mll726exon#l_49-163:m_reversesequence,_1559- 
15 2534:not_iii_gbjrecord,pancreaticjpolypefptide _gene,_comp 
ul5590J306-840,heat_shockj)rotemJZ7_(hsp27)_iiima,^^^ 

Metagene 166 • 

20 afD01359„2- 

27,dm_mismatch_rq)airjprotem_(l^ 

hg627-ht5097_s_atjig627-hl5097jiiesusjrh)jbloodjgroup_^^ 

hg627-ht5098j5_atjbg627-ht5098_rhesus_(rh)jblood_group_syst^ 

antigenl,_altsplice_3,jrhviii_ 

25 105 144_2488-2598,(cloneJamda-hpec- 

3)jhosphoenolpymvate_caiboxykinase_(pckl)jtmiia,_compl^^^ 
aUJ05187_2284-2339,smallj?rolme-richjprotein(spn-la)jgene,jco 
118877exon#2_980-1530,mage-12_protein_gene,_complete_cds_ 
120469_499-996,tmncated_dopamme_d3_receptor_mma,jco 

30 m23323inma_779- 1309^embrane_j)rotein_(cd3-epsilon)_gene 
s72503_1692- 

1870,JirklHnwa2djrectifierj?otassimnjDhamel^ 
ul2707_1280-1744,wiskott-aldrich_syiidrome_pn)tein_^ 
ul5641J760-1283,ttanscription_factor_e2f-4nmia,_compk^^ 
35 u20979_2612-3068,chroimtin_assembly_factor-ijl50_subm^^ 

u73167cds#2_,79- 

834,_hJucal4.2a_genejBxtracted_jfromcosmid_lucal4,Jbi_lucal4.2a_gene_ex 

x87344mma#26_769-945,diiia,_dmb,_hla- 

zl,Jpp2,_Iinp2,_tapl,_bnp7,_tap2,_dob,_dqb2_andjm 
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x97064cds_1988-2210:mjrewrsesequence,_2435-2678,iiima_f^^ 

z30644cds_1860-1918:m_reversesequence,„2130- 

2138,imiia_for_cUoride_chaimel_(putative)_2163bp_ 

5 Metagene 34 

hg3992-ht4262_atJig3992-ht4262_cpg-etiriched_dna,_clone_e35_ 
j02843cds__l 103-1451:inj:eversesequence,_14089-141 19,cytochronie_p450iiel_(ethanol- 
mducible)jgene,jco 
10 m54927mma_2349-2907,myelin_proteolipidjprotem_mma,^ 
ii38480_1008-1521^etinoid_x_receptor-gaiiimajmma,_^ 
x05608exonM_172-406:notJn^b_iecoid,gene_forjtteiu^ 

Metagene 22 

15 

afOO 1 787_990- 1 150,uncoupling jroteinnima,_complete_cds/gb=afl)01787 Jh 
s81957inrna#130-112,J)mp-5=bone_moiphogenicjproteiii- 
5_{promoter}_[human,jgenomic,_1116_iit3/gb==s81957 
alLx55777_1833- 
20 2326,_j)utorf_gene_extracted_fi:oinmahlavuJiepatoceUular_ca^^ 

Metagene 323 ' 
149229cds_2- 

25 87,retinoblastoma_susceptajiUty_protein_(rbl)_gene,jwiA^ 191 
y09305cds_267-675:in_reversesequence,_7 11-77 1 ,mma_forj)rotemJdnase,„dyrk4,_j)artial_ 
yl0517mma_252-6a6,nmia_for_cdl08jprotein/gb==^^ 

Metagene 266 

30 

ul8467_1436-1946,prBgnancy-specfficJbeta_l-glycoprotein(psg7)_i^ 

u65918_1248-l820,putative_nwOl>™^^gJ?r^^ 
278290_44-109,mraa_(clone_ld7). 

35 Metagene 94 

u66581cds_963-1275:m_reversesequence,_1547-1745,putative jg_protein- 
coupledjreceptor_{gpi22) jgene,_c 

u73799_34-265,dynactinjtimm,_partial_cds/gb=ni73799_^^ 
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u88892_3 l-241,teiiascm^jmnia,„spKce_variant^^ 
aJl_x73501 J 1784-13955,gene_for„cytokeratixi_20_ 
x97249cds_1720-2230,nmiaJForJe»cme-rich_pi^ 
alLx9726lJ25-333,innia_for_metaUoliuoneinJsoform 
5 aU„z32684j4621-5042,xk_nima_forjmemb^ 

Metagene 285 

d3793 1_395-9 1 1 ,mmaJfor__mase_4,jcomplete_cds 
10 hg3731-ht4001_atjig3731-ht4001jnimimoglobulinjieavy^ 

hg4668-ht5083_s_atjig4668-ht5083jianscription_fectorjme^ 

123333J725-1305,corticotropinjfeleasmg^fau5torjrec^ 

138503_531-993,glutethioneja-tramfera8ejftieta(gstG^ 

ml3981_1253-1300,iiihfl>in_a-subuiiit_i^^ 
15 aU_m35093_2155-2456,secreted_epitheUaI_tumor_mucin_anti 

ul 5932_1 928-2294,dual-specificityjproteinj}hosp]batase_iimia,_OT 

u79249_873-1359,clone_23839_mma_sequence 

x65727cds#l_l 99-59 1 ,_gstalpha J[ocus_gene_(glutatJiioiie js- 

transferase)_exlracted_fi:omgstalpha__gene_for 
20 all_x77166J798-l 1 83,gene_forJcuiutz-^ej>roteaseJiiMbitor, Ji^ 

x95097mma_924-1503Anniajror_Yip2_rece^^ 

aU_z46261j*90-899,dim_foTjiistoneJi3a_ 

Metagene 367 

25 

hg4236-ht4506_f_at_hg4236-ht4506_2inc_fmger_protein_znfl3 
132606_1 862-2196>homeobox-like_mma 
m6 1 826exon_72-5 68 ,alpha-spectrin_gene 
u09279_1375-1777,type_xbcjcoUagen_(coll9al)_nuna,jpar^ 
30 u38964cds_1096-1146:in_reversesequence,_1291- 
1359,pms2_related_(hpmsr2)jgene,_complete_cds__ 
u79301_999-1509,clone_23842_mnia_sequeiice 
x00540_atjx00540jc00540,not_m_^bjrecord,gene_encodingjp^ 
all_xl5088_1146-1276,gnatl_mniajForJxansducm_alpba^^^ 

35 

Metagene 269 

hg3985-ht4255_at_hg3985-ht4255_cpg-enriched_dna,_clone_e04_ 
ml6967_6338-6806,coagulation_factor_v_inraa,_complete_cds_ 
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in59941_2557-2965,gm-csO:eceptorJbetajchain_^^ 

u00672_3067-3577,interleukin-10j:ecqptor_iim 

u79526_1787-2327,oiphanjg-protemjtxjupled_receptor^^ 

reverse JZ49208J20545- 
5 20696,dm_fem_cosmidJ161a8,Jiuiitington_disease_regi^^^ 

Metagene 30 

j04132_919-1417,t_ceU_receptorjz:eta-chain_mrn^ 
10 m76559_3065-3521,neunMial_dhp-seixsitive,_voltage-dependen^ 
2bjsubimit_mnia,_c 

m81882mma_1835-2261,glutamateJlecaiboxylaseJgad65)_mni^ 

s68874_l 13-469,_ep3 jpiostanoidjceceptorjBpS- 

i {3'jregion,_altematively_spKced}_[hiiman,jtimia_j>a^ 
15 u00921exon#3_273-313:not_m_gb_recoid,lst-l_gene,_complete_cds_ 

u01828_5837-5942^icrombule-associated_protem(map2)_inraa,_complete_c^ 

u20759_3683-3758,parathyroid_cell_calcium-sensingjreceptor_m^ 

u29943_1609-2065,elav-likejtieuronal_ptiotem-2Jiel-ii2_^ 

u31628J015-1507,interleiikm-15jrecqptor_alpha_^^ 
20 x02883exoii#4_568«736,gene_for> 

cell_receptor_alplm_cham_cjregioii/gb==x02883Jn^e^ 

all_x7081 1 J2067-2566,mnia_forjbetaadrenergi^^^ 

alljxS 1 832_1592-2163,mma_for_glucose-dependant Jnsulinotropic_pol3^ 
x86570_1208-l532,nmia_for_acidic_hair_keratin_l 
25 y07683_95 l-1413,imna_forjp2x3_puimoceptor/gb^ 

Metagene 115 

aU_xiil6441_2260- 
30 2855,Jymphotoxinjgene_extracted_fix)mtumor_necrosi^^ 

Metagene 23 

all_x77748J2815-3296,imim_for_met£d50tropic_glutamatej^^ 
35 x84003cds_140-305:in_reversesequence,_373-379,tafiil8_mma_for_ti^scri^^ 
yl0510imna_13-268,niim_for_cd67sjprotein/gb==^ 

Metagene 405 
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ab00038 1 exon#2-4_j45-395 :not_m_gbjrecord,dnaJfor jgpi-anchored_molecule- 
likejprotein,_complete_cds_ 

alljdl6154 Ji72S-275 1 ;iiot_in_j;b_reccird,geae_forjcytocliro^ 1 ,jexon_3- 

9/gb=dl6154_/ntype==dna_/a 
5 j02982_23-439,glycophorinjb_inma,__,complete_cds_ 
110373_131 l-1713,(clone_ccg-b7)_mma_sequence 
12 1 893__1 039- 1 537,na/tautocholate_cotransporting_j)olypeptide_nmia,_c^ 
ml3928mma_542-10204elta-aminolevulinatejdehydmtasej^ 
dLm29037_3259-3548,_humaiibeta-hydroxysteroid_de 
10 5,_complete_cds 

s78825_523-667,Jdl_(idl-b>=traiiscriptici^^^ 
helixjprotem_{altematively_^liced} 

ul2424J2016-2564^itochondrialjglycerol-3~phosphatejidiydix>genasej^ 
u61276_4243-4777,transmembranejprotem Jagged(hjl)_iKUiia,jcompletejcds_ 
15 alLu83598J780- 

8 1 5,deatii_domain_receptorsoluble Jfoim_(ddr3)_inr^ 
v0151Onmia_5O6- 

1022,jomc_gene_(proopioinelanocortm)jex1iacte^^ 
x92493mjm_21 60-2672,mnm_for_stin-7jprpteiii 
20 yl051 Inmm_16-343,iiiiim_for_cdl76jprotein/gb===yl05 

Metagene 4 

ac002477cds_444-988,pac_clone_dj327al9_fi*oin_xq25- 
25 q26,_complete__sequence/gb=ac002477_/ntype=dna_/anno 

hg4243-ht4513_atJig4243-ht4513_zmc_fmgerjprotein_znfl55 
jOO 129mraa# 1_1 282-1 552:notjnjgb_record,fibrmogenjbeta-chain^ 
aU_m58026_831-1240,nb-ljtxima,_complete_cds 

u30255_977-1493,phosphogluconate_dehydix)genase_(hpgdh)_^ene,_complete_^^ 
30 u37022mnm_860-1322,cycUn-dependentJkijiase(cdk4 

Xi67191_3391-3967,multiplejexostosis4ikejprotem_(extl)_i^ 

u67369_2300-2720,gK)wdi_factorJndependence-lj(gfi-l)_nirna,_^ 

u85245__33 10-37 1 8,phosphatidylmositol-4-phosplmte„5-ldnase_ty^ 

u97018_3439-3853,echinodermjtnicrotubule- 
35 associatedjprotein_homologjiuemapjaima,_complete_cds 

xl3461cds_88-422:injreversesequence,_1502-1737,mtroidess_calmodul^^ 

like_gene_(clp_gene)_for_calmod 

all_x72632_1746-2326,mmajBncodmg_rev-erbaalplia_(mtemal_^ 

z483 14cds_2683-3086:in_reversesequence,_3 1 10-3249,innia_for_apomuciii_ 



846 



wo 2004/038376 



PCT/US2003/033946 



Metagene 410 

dl7547_2106-2262,nimajrorjlopachfomejlautome^ 

5 2),_complete_cds 

k02054mma_238-676,gastrin-releasmgjeptide_mma,_complete_cds 

1334(H_464-890,stmtum_comeumjchymotiyptic_ei^ 

m64108_2031-2571,udulmmma,_3*_end_ 

s83 1 98_4 1 2-9 1 6, Jbplp=basic_proline-richjprotein_Ohiimiaii, Jacri^ 
10 u60206_1537-2003,sti:essjresponsive_serme/1iireoiiine_prot^ 
u73960_566-1022,adp-ribosylation_fectDr-likejproteiiu^ 

Metagene 398 

15 hg2507-ht2603_atjxg2507-ht2603jotassium_chaimel,_voltage-gate^ 
j03258mma_4003-4561,vitamm_d_receptor_mnm,_complete_cds_ 
k02268mma_3155-3677,enkephalin_b_(enkb) _gene,_5'_flank_and 
105606_12 19-174 1 ,myosmJbindmgjproteinJbi_mma, jcompletejcds^ 
112392_9795-10257,huntmgton_disease_(hd)_mma,_complete_cds 

20 11 5533mnia_236-764,paacreatits-associatedjprotem_Q)ap)_^ene,„c6 
17638QmniaJZ459-2969,(cloneJisimie29)_cgipJ^ 
aU_ml6424_135-664,beta-hexosamiiiidase_alpha_chai^^ 
s78296J2596-3076,_neiiromament-66_|taiman,_fetal^^ 
ii57092_317-779,small _^g1p-bmdmgjroteinjrab30_. 

25 u76369_13-325,catiomc_ammo_acid_transporter- 

2bJatrc2)jtnma,_j)artiaLcds/gb==ni76369_/ntype=^^ 
x52425mrna_3032-3536,il-4-r_mmaJforJiie_mterleuk^ 

Metagene 309 

30 

d88146„l 1 56-1408,mma_for_udp-galactoseJramporterJ2,_^^ 
hg2175-ht2245_s_atJig2175-ht2245_myosin,Jieavyjpolypeptide_l^ 
hg3991-ht4261_atJig3991-ht4261j5pg-enriched_.dna,_clone_el8_ 
all_inl9989_804-1279,platelet-derived __growth_factor_05dgfa)_a_chaiiijgene,platelet- 
35 derived_growt3i_fact 

u30313_372-7564iadenosine_tetraphosphatasejmnia,_coinpletejcds/gb=u303 

u66077_1401-l 822,daz_mraa,_3'jutr 
u79272_699-1179,clone_23720_jnma_sequence 
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x98337cds_643-971:m_revCTsesequence,_1061-1256,nim 
related__proteinj4 

\ 

Metageae 214 

5 

d26135_3247-3619,inma_for_diacylglycerol_kmase_gamma,_compte^^ 
hg3 105-lit328 l_s_at_hg3 105-ht328 l_atpase,_cu2+_transporting^ 
s78774_41 1-7 17,_na+/ca2+_exchanger_[human,_neuroblastoma_x^^ 
1 5_cells,_nima_partia 
10 x98225cds_3 1-33 1 ,nima_for ^gastrin-bmdmgjprotem/gb=x98225 Jn^CF^ 

Metagene 38 

d21267mma_1481-1979,mma_forJiighlyjBxpressed^^ 
15 d83781 j423 1 -4729,mma_forjdaa01 97_gene,_partiaLcds_ 

hg3930-ht4200_atjbig3930-ht4200_stearoyl-coeiizymea_desatui:ase^ 
142176_844-1384Xclone_353)_dral_mma,_complete_cds 

149054__587- I067,t(3;5)(q25. 1 ;p34) jaisionjgene_npm-min_mma,_complete_cds. 
m95 1 67inma_3333-3897,dopammejhmsporter_(slc6a3)_inma,^^ 
20 u32376_2548-3028,channel_associatedjprotem_of_syn^se_(clia^^ 

x78712cds_1319-1637:m„revetsesequence,_1691-1823,inma_forjgl^^ 
X82209J7019-751 l,imil_xnrna 

yl0505nima_94-658,mrmjbrj3dl04jproteiii/gb===yl0505_^^ 

25 Metagene 456 

u30246_3599-4019,bumetanide-sensitive_na-k-cljcotrampo^^^ 

Metagene 153 

30 

hg4245-ht4515_atJig42454it4515_forldiead_femilyjaficl 
m84349mma_1366-1852,trammembranej?rotein_(cd59)jgene_ 

-x 

Metagene 422 

35 

dl4678_1244-1748,nima_forJdnesin-relatedjprotein,_partial_^^^ 
d31833_1212-1768,mraajbr_vasopressin_vlb_rec6ptor._complete_cds_ 

dS6043_l 74 1 - 1 829,Tnma_for_shps- 1 ,__complete_cds_ 
I03427_4325-4844,zinc_fmgerjproteinjbasonuclin_mma,_coniplet^ 
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115344_1360-1768^gh_molecular_weightjb_^^^ _^wfe_fectorjtnina„sequence 

in85 165_131 l-1809,srf_accessoryjprotem_la_(sap-l)jrnnia,^^^ 

in95936_1148-1466,piotem-serine/threonine_(akt2)_^^ 

s78271_4580-51 1 l,j5bL8/dxs423e=mitosis- 
5 specific_chromosome_segrega1ionjprotein_smcl_homolog_|liiiman, 

u03905_1438- 1 858>monocyte_chemoattractantjproteiiu^eceptor_(incp- 

lA)_altematively_splicedLmma,_comp 

u09002__5527-6082^-iaetIiyl-d- 

aspartatejreceptor_modulatory_subimit_2a_(h^ 
10 ul3395_994-1450,oxidoreductase_(hhcma56)jtnma,_complet^^^ 

u2?281_l 162-1618,secietinjrecqptor_mma,^^ 

u5p53 l_4295-4847,brca2 jregion, jaaina_sequeace_cg030_ 

u66618_1518-2016,swi/siifjcomplexj60Jcdajsubxuiit_(baf60b)_ii^ 

u85767_l 3-505,myeloid_progenitor_iiihibitoiy_fector- l_mpif^ 
15 xl4767mma_1685-1832,rama_for^aba-a_receptor,Jbetasu^ 

Metagene 272 

m86917_2402-2972,oxysten>l-bindmgjrotein_(osbp)_mn^ 
20 ul 9 142_69-5 10,gage-l jrotem_jiinia,_complete_cds 

u30872_9600-101 16,mitosinjDanm,jComplete_cds_ 

all_u66061_134531-176445,gennlinej:- 

ceUjreceptorJbeta_chainJcrbvl7slalt,J»ibv2sl,_^^ 

u79297_1095-1575,clone_23589_mnia_sequence_ 
25 u90268_1427-1703^tl_mma,_complete__cds 

all_x07024j*938-5257pc_chromsome_iiicma_for_ccgljproteb^^ 

xl65(McdsJ781-1266:inj:eversesequence,_1283-1354,eno3jmma_forj3eta-^ 

Metagene 258 

30 

ab000816J^83-1357,nimaJ6rJbmalld,j[>artialjcd 
dl7716_1820-2390^majbrja- 

acetylglucosammyltransferase_v,_compIete_cds/gb=dl7716_/nt^ 
d25539_3997-4375,mma_forjdaa0040_£ene,_complete_cds 
35 hg742-ht742_atJhig742-ht742Jatent_membrane_protein_lm^ 
107597 j2496-3036,ribosomal^rotein_s6Jdnase(rps6ka2)j^ 
ml0014cds#l_1048-1264:injrevers6sequence,_9512-9722,fibrinogen_gamma_c^ 

prime_chain_gen 

m28825_1513-2047,thymocyte_antigen_cdla_mma,_complete_cds_ 
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u03274_1497"1941,biotmidasejainiaj^complete_^ 
u51241cds_717-1029:m_reversesequence,_1257- 
1497,eosinophil_eotaxinjreceptorj(CTikbr3)^ 
aUjK63755_579-994,inniaJforJiigh-sulphiuJ^ 
x80343cds_435-807:uijreversesequence,_1006- 
1 036,p35_imna_for_regulatory_subimit_of_cdk5_kinas^ 
alLx83929_2707-3257,xnma_for_typedesmocollm_ 

Metagene 280 

u60665_1603-2149,testis_specificjbasicjprotem_(tsbp)^^^ 
Metagene 248 

15 ml6474inma_1788-2223,fetalJ)u1yiylcholinestera^^ 
u25433_2428- 

2842:not_in^bjrecord,protein_associated_wi1hjmao 
u59423_1481-1943,sraadl_mma,_complete_cds 
x76538_433-93 l,mpvl7_innia 



10 



20 



25 



Metagene 416 

dljtnl6404_1576-2153;m2_muscarinic_acetylcholme_^^ 
m73746JM09-2894,lutropin/choriogonadotropm_receptorj(lhc^^ 

Metagene 3 



jOO 1 1 7mnm_9-428,chorionicjgonadotropm_(hcg)Jbeta_subunit_^^ 
ml2759cds_65-335:mjfeversesequence,_102()-1260,igj_chain_gene 

30 aU_m85220_15- 

201,heavy_ch8unjdisease_iga_cham_gene,_cb3jregionj^ 

s71043innia_442- 

970,Jg_alpha_2=iinmunoglobulin_aJieavy_chai^^ 

u24152_1879-2215,p21-activatedjrotem_kmase_(pakl)_gene,_complete_cds 
35 alljK:60992J2450-3021,cd6_mma_forJ;_celLglycoprotem^ 

Metagene 472 
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h46990_40- 

355,jsrol6d02.slcdiia_clone_178083_3'_simflar_^^ 
m86873xnma_155-367,1ype3_j>lasmmogenjrelate^ 
s42303J3537-4029,_a-cadherinJhuman,jumbiHcalj^^ 
5 aU„z80776_596-795Ji2a/g-gene 

Metagene 457 

dl0202_1209-1557,mma_forj)latelet-activating_fector_re^ 
10 dl3643_3585-413 l,imna_for_kiaa001 8_gene,_compIete_cds * 
d49387j*01-917,mnia_forjQadp_dcpendent_leukotrime^^ 
hydn)xydehydrogenase,__partial_cds/gb=d49387 
hg4606-ht5011jatjig4606-ht5011jceata«3tii^_alpto^ * 

j03890mnia#lj482-1022:notjn_^bjrecord,_sp-cl ^ette_(imlmonaiy_surfectantjpro 
15 c)_extracted_fro 

k03195_2303-2813,(hepg2)__glucose_transporter _gene_nima,_coniplete_cds_ 

11 32 1 0_1 668-22 14,mac-2j5indingjprotein_mrna,__complete_cds 

120348exon__15-219:not_in_gbjrecord,oncomodulin jgene 

142563mma_301 l-3443XcloneJsw34)_non-gastricJi,k-atpase_(atplall)jgene 
20 m275(HJ2078-2626,topoisomefaseJype_iiJtopoJi)_^ 

m28215_130-676,gtp-bmdmgLprotem_(mb5)jEi^ 

vi20648_316-766,zmc_fingerjprotemj(znfl54)jmma,j^ 

y00318cds#l_1317-1653:in_reversesequence,_1814- 

191 6,mma_for_coinplement„contn)ljprotein 
25 alljslS 108_1535-2130,imtm_forj>roteinjkm 

Metagene 443 

ab000468_2302-2860,mim_forjdnc_fmgerjprotem,_clo^ 
30 ab002533_1726-2128,mrna_for_qipl,_complete_cds_ 

reveree_ac002077_3475-3730,cosimd_clonejijcal7 Jfrom^^^ 3_ 
ad000092cds#2J714-1008:in_fuUsequence,j;7557-87797,Jiypo&^ 
toeonmc_protein_kmasejr3 1 

dl6480J2089-2641,imna_forjtnitochobdrial_enoyl-coa 
35 coa_deliydrogenese_a!pha-su 

d38552_1532-2012,inTna_for_kiaa0073_gene,__partial_cds_ 
d63475_l 3 09- 1 8 1 9,mrna_for JciaaO 1 09 jgene,_complete_cds 
d63477_4745-5243,innia_for_kiaa0143 _gene,jpartial_cds_ 
d79206exon#5_1513-2053,gene_for_ryudocan_corejprotem,_exonl-5,_complete^ 
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d85245_1248-1806Aiimajror_tr3beta,_complete_cds 
aU_d87017_16956- 

20256,_c7_segment__gene_extracted_fem()bmbik^ 
d87 1 1 6_1 5 14-2(H8,nmm_forjmap Jdnasejkinase_3b^ 
5 hg2290-ht2386_atjig2290-ht2386_calcitonm 
hg2755-ht2862_atjig2755-ht2862__t-plastin_ 
hg2887-ht303 1_at_hg2887-ht303 l^sry-relatedjimg-boxprotein 
hg33 1 -ht33 l_atjig33 l-ht33 l_tenascin 

hg3 897-ht4 1 67 jatJigS 897-ht4 1 67_sodium_chaimel,_type_m,_alpha_subunit, Jjram 
10 hg3925-ht4195„s_atjig3925-ht4195_surfacantjrotein_^^ 

j02906imna_1254-1782,cytochiomej450Hfljprotem_(c5^^ 

125444J2124-2694Xlafii70-a^>ha)jtnma^comple^^^ 

m22960iimmi.l352-l760,prot]BCtivejrotem_m^ 

m24439exonjJ92-912,liver/bone/kidney-type_alkalmejb^^ 
15 m60284cds_835-l 144:iDL_reversesequence,_25 1 -479^eurokmm_a_receptor_(nk-2r)_gene_ 

m68941inraa_3078-3618,protein-tyr6sinejhosphatase_imiia,_^^ 

m9 1 669_4061 -463 6,bullous_j)empMgoid_autoantigBnj3pl80_gene,_3*_end_ 

m92303_3057-3633,voltage-dependentjcalciumjDhamelJbeta-l_subii^^ 

in95623exon#14-15_2- 
20 383:not_m_gb_record,_j)bgd_gene_(hydroxymethylbaane_^ 

s38742_1370-1835,_hoxl l=hoxl 1 Jiomeodomam_{homeobox} J>umaa,_iimm,_1988_ntL 

s65583inma_588-1068,_sp-10=intrar 

acrosomal jprotein_{altematively_spliced}JTiuman,J^^^ 

s87759_1823-2321,jproteinjhosphatase_2c_alpha_|tiimaii,j;em 
25 u01337exon#16312-553,ser/t33rj)rotemjdnaseja-raf-l)_gene,_^ 

u04898_1421-1877,orphanjbionnone_nuclear_receptor_roralpha2_n^ 

ul 1 292_2353-2863 ,ki_nuclear_autoantigen_mnia,_complete_cds_ 

ul5655_2102-2576,ets_domamjprotem_6rOiinia,_complete^ 

u25034_588-l 127,neuroiiatm_be1ajinma,_completej5ds_ 
30 u25956mma_1470-2046,p-selectm_^lycoproteinjigand_(sel^^^ 

u30894_2068-2626^-sulpboglucosamine_sulpbohydrolase_innia,_compl^^^ 

u32439_1324-l822^gulator_of^-proteinj5ignalmgj5im 

u32674cds_593-1060:injreversesequence,_l 181- 

1191,orphaiijreceptor _gpr9_(gpr9Lgene,jartial_cds 
35 u39573j2173-2689,salivajyj5eroxidase_ninia,_complete_cds 

u40391mma_464-980,serotomnjn-ace1yltransferase_gene,_compl^^^ 

u40434_1561-207 1 ^esothelin_or_cakl_antigen_j)recau:sor_mma,_complet^^ 

u4203 1_1 655-2201 ,54__kda_progesteronejreceptor- 
associated_immunophilin_fkbp54_mma,jpai1ial_cds_ 



852 



wo 2004/038376 



PCT/US2003/033946 



u43374J775-1069,noimalJcemtinocyt©_im^ 

u45973_1634-2192,phosphatidylinositol_(4,5)bisphosphate_5- 

phospliataseJhomologjQinia,jpartialjDds 

u46751_1562- 

5 2012,phosphotyK)sine_mdependentJigandjp62Jfor_11ie_l^^^ 

u49857_314-749,transcriptional_activator_inma,_complete_^ 

u50330_3071-3515,procoUagen_c-protemase_(pcp-2)_mnia,_com 

u68 1 1 lnmia_858-1374,protem_phosphatase Jiihibitor(ppplr2)^m^ 
' u7067 1_695-1 1 15,ataxin-2_related jrotem_nirna,_partial_cds_ 
10 u72206_3122-3590,guamne_nucleotide_regulatory_factor_(l^ 

u92457_2832-3375,metabotropic_j;lutaiimte_recqptomin^ 

x05855cds_12-65:not_m_5b_record,histoneji33^ene_ex^ 

alljx07290_1212-1723M12jgenejiima_ 

alljx07767_1948-2516,iimia_for_camp- 
15 dependent jprotein_kmase_catalytic_subunit_^e_alpha_(ec_2 1 -3 

aU_x07948_3-428,mma_for_transition_protein(tpl)_ 

x59932mma_l 557-2063 ,mma_for_c-src-kinase_ 

aU_x66945_3582-3931^-sam_inrna_for_fibroblast _growtii_factorjreceptor 

x78687exon#6_l 72-670,g9 _^ene_encoding_sialidase 
20 x79865cds_267-41 1 :in_i:evereesequence,_922,inipl7_inma 

x81372cdsJ701-791:m_reversesequence,_1027-1195,mma_for^^^ 

alljx89066J3817-4019,BmiaJforjtipclj>rotem 

aU_x915()4_970-1523,inmajrorjarpljprotem 

dljx94232_2035-2528,mmajror_novelj;-celljactivati^^ 
25 all_x98482_45- 

72,tnnt2_gene_exon/gb=x98482_/ntype=dna_/annot=^^ _gene_exon/gb=x98482_7ntype^d . 
all_zl2962_31-398,mma_forjioniologue_to_3reast_riboson^^ 

z22548cds_3 1 0-547:in_reversesequence,_684-894,thiol-specijSc_antioxidantjprotein_^^ 
z73497cds_28- 

30 229,dna_sequence_fromjcosmidja240c2,J)etween_markers_dxs366_and 

CO 

Metagene 430 

35 d87458_3244-3784,nima_for_kiaa0282_^ene,_partiaLcds_ 
m99564J2505-2991,(clonejdnlOmel)jaijprotein_nmia,_co^ 

Metagene 426 
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d30037 j609- 1 1 79,innia_for jhosphatidylmositol_timsfer_i^ 
allJ03027__3437-3996,inhcJJila-6.09 ^ene,_complete_cds_ 
aUjnl4306_171-361,beta-a3/al-crystaUin _^eiie_(hu-beta-a3/al) 
all_m30703_55-142:not_in _^b_record,amphiregulm_(ar)_^ene__ 
5 ul4407_601-l 147,interleukm(ill5)jiinia,_complete_^ 
u33054_1584-2010,gjprotein- 

coupled_receptor3^ase_jgrk4_mma,_alpha_splice_variant^^ 
x94629_618-l 128,nmia_forjtnetaphasejchromosmal_j>rotem 
y 105 1 8nmm_138-648,imna_for_cd202 jrotein/gb^yl^ 
10 z838M_29-261,imna_for_axonemal_dynein_heavy_ch 

Metagene 406 

u06454_1832-2288,amp-activated_j)rotem_kinase_(hampk)jt^ 
15 aU_y00705_5-356,psti_inma_forjanci:eatic_secretoj^^ 

Metagene 393 

j03474cds_3-255,senim_amyloid_a jgene,_jcomplete__cds_ 
20 aU_m63262_161-540:iQ_m63262cdsJ231-340,5-Upoxygenase_activat^^ 
aUjs51441_55-90^ma_jfor_senmi_amyloidja_(saa^^ 
a^ha,iiima_fcMr_seima_amy 

x75042cds_1607-1817:inj:everaesequence,_2024-2252,rel_^ 
25 Metagene 381 

afD053 6 1_11 59- 1 663,importmjalphamma,_complete_cds/gb==af0053 6 Wntype=ma_ 
hg3731-ht4001jr_atjig3731-ht4001_mmiunoglobulin_heavy_^^ 
138616mma_l 184-1634,brain_andjreproductive_organ- 
30 expressedjprotein_(bre)jgene,jcomplete_cds 

u46746_l 183-1708,dystrobrevin-epsUonjittna,jBomplete_cds_ 
aUju61500j6060-6577,gt334jprotein_(gt334)^enejtimia^ 

Metagene 361 

35 

m 1 6364__749- 1311 ,creatineJdi3ase-b_jnma,_complete_cds_ 
m64554mma_1602- 

1962,_fl3al_gene_{coagulation_factor_xiiib)_extracted_fromfectorj^^^ 
u07794_cds2_atju07794ju07794^ot_m_^b_reconl,tyn)sme_kinase 
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Metagene 357 

hg3432-ht3620_sjatjig3432-ht3620_fibn)blast _jtowfli_fetor_receptDrJc-sam,_altspUce^ 
5 sam_iii_ 

s79048_61-42 1 , Jpip==pH_el fl_[human, Jacrimal_gland,_iimia^ 
u39657_2341-2863,mapJdnaseJdnase(nildc6)_mma,_complet^^ 
u97188_3602-4010,putative_majbmding_protemjcoc_(koc)_mma,^^^ 
x66417cdsJ230-524:in_reversesequence,_658-766,caskjmma_f^^ 

10 

Metagene 354 

aj000480cds_l 16-650,iiiim_fbrjc8fwij>hosphopro 

d21241exon#2j2-72,„ovary-_and_piostate-specific_exonfr 
15 450_aromatase^ene,_multiple_ex 

d30742_l 2 11-1 697,imTia_for_calmodulin-dependentjprotein Jcinase Jv,_com 

d80011j*259-4793,iimiajbrjdaa0189_gene,_complet^^ 

hgl980-ht2023_atjigl980-ht2023jtubulin,_beta_2_ 

hg2264-ht2360_atjig2264-ht2360_atpase,_ca2+_transportmg,j 
20 hg273-hl273_atJbg273-hl273Jymphocyte_antigenJUa-g3_ 

hg35 17-ht37 1 l_atjbg35 17-ht37 1 l_alpha-l-antitrypsm,_5'„end_ 

hg620-ht620jatjig6204\t620jytosmej?hosphatase,j^sao^^ 

105424_cds2_atJ05424J05424,notJnjbjrecord,jDd44 _^eneJceU_stirfece_glycoprotein_cd44)_ex 

tracted_ 

25 n0844_1646-2213,cellular^owth<egulatmg_protein_nima,_co^^^ 

11 4848_802- 1181 ,nihc J-related jrotein_mma,__complete_cds_ 

128957_685-1231,ctp:phosphocholine_cytidyltiOTsferase_inma,_^ 

all_m23 178^28 89-3 81 S^omologue- 

l_of^enejencodingjripha_subimitjof_murine_cytol^ 
30 m27436inma_1638- 

1979,tissue_fector_gene,_complete_cds,jwith_a_alu^^ 

m27819_3060-3426,anion_exchange_j)rotem(ael,Jband_3)_nmia,j5O^^^ 

m33318innia_1538-1583,cytochromej450ua3_(cyp2a3)_mma,„^^ 

m62324_1584-2052,modulator„iTCognitionJ&ctorJ_(mr& 
35 u30888_l 892-2420,tma-guanine_transglycosylase_nmia,_complete_cds 

u4057 1_1 695-2073 ,alphal -syntrophin_(snt_al) jmna,__coinplete_cds_ 

u823 1 0_1 9-229,unlqiown_j>roteinjt]arna, jpartial_cds/gb=n^ 1 0_/ntype=ma_ 

u828 1 8_1 005- 1 05 8,ucp3sjinma,_complete_cds/gb=ni828 1 8_/ntype=ma 

u84551„cds2jatju84551ju84551,notjn^b_i:©cord,dystrobrevi^^ 
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x03934cds_255-423:m_reversesequence,_389(M112,t-ceU_antigen^ 
all_x07619_658-l 162,nmiajfor_cytodmme_p450_dbl_variant^^ 
xl2458iima_1566-2046,_p3j[>rotemj(aa_l-1382)_genej^ 
an_xl3967_3247-3806,ninmJForJeukaemia_i^ 
5 xl6901cdsj41 1-71 l:injrcversesequence,_866- 

1 094,tnnia_forjrap30_subumt_oO3^scriptionJmtiation^ 
x52599cds_295-649,mriia_forbeta_nerve jgrowfhJFactor 
x94563xiima#l_109- 

123,jBxon_lb;_usedjonly_mjtypetraiiscripts_ 
10 yi0506mma_251-593,imna_forjcdn0_proteWgb===yl0506_/n^ 

y 1 061 5cds_l 1 5-535,cyni2_geiie/gb=y 1 06 1 5_/ntypef=dna_/aimot*cds_ 

all_z46632_2953-3206,lispde4cl_gene„for_3'_^5'_- 

cyclic jamp_phosphodiestei:ase,hspdie4c l^ene for 3' ,5' 

15 Metagene 346 

ii45974_l 007- 151 7,phosphatidylinositol_(4,5)Jbisphosphate_5- 
phosphatase_homolog_inma,_partialjcds_ 
u79304_l 102-1630,clone_23909_nima,_partial_cds. 
20 x05839mniaJ2298- 

2467,_tiOTsfonnmg_gix>wth_fectorJbetaprecuisor^ 

Metagene 340 

25 134838_40-586,earlyjlacenta_insulin~like_j)eptide_epil_(i^^ 
aU_u05255_159-188,glycophorin_hep2jrLnia,jpartial^^ 
u31501_2359- 

2773,fiagile_xjmental_retardation_syndromejrelatedjprotei^^ 
u37689_344-752,majolymerase_uj5ubumt_(lisipb8)_^ 
30 xl5943mma_884-1220:in_reversesequence,_7046-7076,Jiuaxnn_calcitoi^ 

> 

Metagene 336 

u08021j447-'909,mcotmanaide_n-methyltransferase_(minit)_nim^^ 
35 all_x83 107_1 867-2348,bnixjmnm_for_c3rtoplasmic_1yrosm^ 

Metagene 333 
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u96191_19-439,trophoblastJiypoxia-regulated_factor-5_(^ 
5)_mnia,JS*_end/gb=u96191Jnlype==rna_ 
an_xl3955_675-827,iimia_forjMyosinjalkaU_^^ 
x64877cds_4 17-762:inreversesequence,_889- 
5 894,iiinia_for_seaximjprotem,iiiiTi^^ 

MetagenB322 ■ 

hg2229-ht2306_atjig2229-lit2306_pairedboxjiupl_ 
10 m54914exon_1099-1666,foUicle-stimiilatmgLhonnoneJbeta^^ 

Metagene 267 

hg544-ht544_at_hg544-ht544_eiidothelial_cell _growtli_factor_ 
15 105072exon#10_375-907,inteiferonj:egulatoiy_fectDrgene,jcom 
107261mnia_283- 

505,alpha_addticin_iiima,_j>artiai_cds_including_altemate_e 

B7360_146-698XcloneJiehkl-l)_ehkljreceptorJyrosineJdnase_H^ 

2)_nima,_complete_cds 

20 177567iiima_947-123 l,initochondrial_citrate_1r^ 

m25667_1086-1200^euroiial _growthjrofein_43_(gap-43)_mma,_complet^^ 
in32886_35 l-843,soicmjcp-22_mma,jcomplet]ejcds_ 
u07 1 5 l_395-869,g1pJbindmgjprotein_(arl3)jntima,_co^ 
u29175_5199-5223,tramcriptional_activator_(brgl)jDan^ 

25 u30827__l 253-1 8 17,splicmg_factor_srp40-3_(srp40)_mrna,_complete_cds 
u30999_25-379,(memc)_mma,_3'_utr/gb=ni30999Jntype=nia_ 
u51432_1557-2079^uclearjprotein_skip_mrna,_complete_cds. 
u53830_1469-1835,mterferonjregulatory_factor_7ajtimia,_^ 
u60873_115-439,clone_137308jnma,jpartial_cds 

30 u79261_883-1422,done_23959„mma,jpartial_cds 

allj!tl4813_1077-1618,liverjnnma_forJ3-oxoacyl-coa_tiiiolase^ 
x64177cds_8-147:ittj:eversesequence,J2-277,mniaJfor_met^ 
x94333_l 617-21 57,imiia_for_tgn46 jjrotein 

x97074cds_182-398:in_reversesequence,_764-782,inms_forjclath^ 
35 246376imnajt703-5249Jbk2jrnma_forJiexokinaseJi^ 

Metagene 264 

d21239_3475-3997,mnm_forjD3gj)rotein,_complete_cds 
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d49958J830-2346;fetasJ)rain_iiinia_forjtn^ _j;lycoproteinjn65_complete_.cds_ 
d88613_1068-15 18,inma_for_hgcma,_complete_cds 
d88667_1298-16524iima_for_cerebn)side_sulfotra^ 
hgl098-htl098_athgl098-htl098jcystatm_d 
5 hg2161-ht2231_atJig2161-ht2231_translocation-associated_notch_^ 
hg2191-ht2261_atjbg2191-ht2261_crystallm,j)eta_b3_ 
hg3477-ht3670_atJig3477-hl3670Lcd4_antigen_ 
hg3928-ht4198_atJlig3928-ht4198_surfacantjrotein_sp-al_de^^ 
hg4336-ht4606_atjhig4336-ht4606jbactericidaljbpi*gene^ 
10 hg4535-ht4940_s_at_hg4535-ht4940_dematm_ 

j02888jl53-915,qumonejoxidoreductase_(nqo2)jaama,_complete_^ 
k03008cds_?0-l 1 8:not_m^b_recoid,^aiima-g2-psi_geae_extracted_fi^ 
crystalliiij(gaiiinia-3)_gene 

111372jl97-893,pn)tocadherm33_mma,_3*_end_oflcds_fo^ 
15 117327_16-196,pre-l/iik_cell_associatedjrotem_(3b3)^^ 
140904mma_1228- 

1656,Jbsapiensjperoxisomej[)roliferator_activated_receptorgaiimia,_com 
ml2625!iima_893-1259:injreversesequence,_1599-1683Jecithin- 
cholesterol_acyltransferase_ninia,_complet 
20 ml4123cds#l_263-665,j[)ol_fix)mendogenous_retrovfrusjie^ 
kl0/gb^l4123_/ntype^dna_/aimol=cds,_pol_firo 
aU_ml6707_590- 

631,histonejt4jgene,jcompletejcds,_clone_fol08^stoneji4_gene,^^ 

m2 1 302^02-5 14,smalljprolinejrichjrotem_(sprii)_imi^ 
25 mil 904cds_l 1 89- 1 549:in_reversesequence,__372- 

378,4f2jglycosylatedJieavy_cham_(4f2hc)__antigen _gene_ 

m61733^2454-2934,erythroid_membranejrotein_4.1jiuiia,jcomp 

in90366_l 683-2 1 75,zonajpellucida_^lycoprotem(zp2)_mma,_complete_cds 

in91585_3719-4175,brl40jmnia,_complete_cds 
30 s80267_1304-1872,_p72syk_{fiLinsertion_nucleotide_92}Jhum 

l_j.cainl_cells,_ininajpartial_ 

u01120JZ484-2982,gIucose-6-phosphatase_inrna,jcompletejcds 
u(M270_3505-3973,putativejotassiiim_chamiel_subumt_(h-er^^ 
u07856cds#5_1300-1846,endogenous_retrovims_m_complement_^ 
35 k(c4)Jgag),_(po 

ull090J733-1243,hydroxyindole-o-methyltransferasejaromoter_a- 
derived_(hiomt)_mma, complete_cds 

ul 3666cds_67 1 -989:injeversesequence,_l 329- 14 13,g__protein- 
coupled__receptor_(gprl)_gene,jcoinpletejcds 
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ul 8244_1 166-1640,excitatoiy„ammojEU5id_transpoiteii^ 
ul 8543_1853-2339,2mc-fingerj>rotem_mnia,_oomple 
an_ul9107J3423-3658,ziifl27_(znfl27)_gene,_coiiiplete_cds_ 
ul9977J735-1227,preprDcarboxypeptidaseja2j(piX5cpa2)_nm 
5 u20582_l 1 80- 1 690,actin-likejpeptide_mma,jpartial_cds 

u20657_2439-2890:not_in_^bjrecord,ubiquitmjprotease_(iiiiph^^ 
oncogenejtiima,_complete_cds_ 
ii31342nima_1173-1629,nucleobindin _gene_ 
u333 1 7nima_25-42 1 ,defensm(hd-6)_gene,_complete_cds 
10 o33761_1017-1557,cyclm_a/cdk2-associatedjp45_(slq)2)_n^^ 
ii36501_17<M-2148,spl00-b_(spl00-b)_ninia,_complete_cds 
u43148_6015-6483,patchedJiomologL.(ptc)_mma,_complete^ 
u48263_627-l 1734ire-pio-oiphamn_fqj(ofq)_n^^ 
u49973cds#l_764- 

15 1 340,_orfl ;_mer37;_putative_transposase_similar_to jpogo jBlement_fi:omtiggw^ 
u59878_469-895,low-mr_jgtp-bmding_protem_(rab32)_n^^ 
u76D10_1520-1964,putative_zmc_transporter_znt-3_(znt-3)_mma,_com 
u77845_1515-1905^trip_(htrip)_mma,_complete_cds 
u78793_6-29,folate_receptor_alpha_(lifr)_mma,_partial_cds/gb^ 

20 u86759_1374-1856,netiin-2Jikejrotem_(ntn21)jtnma,_com 
aUju90543_2501- 

2545,butyrophilin_(btfl)jDma,_complete_cds,bttt^ 
u95019_2358-2862,voltage-dependent_calciiimjchaimelj3eta-2c_^ 
all_x04297_3519-4090,mma_for_na,k-atpase_a%)ha-subunit 
25 aUjx05246_l(M5-1556,testis-specificj^-2_^ene_forjhospho 

glycera 

all x53800_377-961,mma_for_macixjphagejbaflaimnatory^^ 
x76942cds_24-420:mjreversesequence,_487-527,mma_for_72J_protem 
x925 1 8inmajl077-4 127,iiima_forJimgi-c_protein_ 
30 x96783mma_1442-2015,syt_v_gene_(genomic_and_cdnaj5equeiice)_ 
. all_x97058_,1042-1565;mina_forj>2y6jreceptDr 
y08200_1496-2006,itiim_forjrahjgefanylgeranylj^ 
aU_z71460_2546-3033,iiima_for_vacuolar-typeJi(+)-^^ 

35 Metagene 255 

dl0922_1288-1808,mma_for_finlp-relatedjreceptor_0im63)_ 
mll567mma_188-620,angiogenin^ene,_complete_cds,_and_three 
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Metagene 253 

ab002356_5330-5807,ninia_fbrJkiaa0358^ane,jDom 
11 1701_2320-2609,phosphoUpase_djmna,_complete_cds 
5 142374iiinia_l 836-2389,pp2aJb56-bete_mnia,_complete_cds_ 

ml9508exon#l_2-98,_mpo_froiiimy6loperoxidase_gene,jBXons_l- 
4/gb=m 1 9508_/ntype=dna_/aimotF=exon_ 

alLm32879_690-l 129,steroid_l l<-beta-hydroxylase_(cypl Ibl) jgene,steroid_l 1-beta- 

hydtoxylase_(cyp lib 1) 
10 m81 182_2831-3314,pen)xisoinaL70j£djtnembranej 

u25975_1675-1795,seiineJdnawe_(hpak65Lmm 

u47686_2174-2747,signal_transducer_and_ac1w 

allja67092_1093-1868:iiotjba^bjrecord,ataxia- 

telangiectasia_locus_protein_(atin) _gene,_exons_l a,_lb,_ 
IS aU_xl6609_6641-7241,mnm_for_ankyiT^^ 

x51953exon#l-2_37- 

64:notJn_gbjrecord,ucpjgeneJfor_uncoupling_proteinjB 
aU_x52228_I631-2103,inma_for_secreted_epitheUal_tiim 
x58528imna_2689-3193,pmp70_mma_for_a_j)eroxisomal_membran 

20 x95808innia_5503- 

6037,nmm_forjK)temjencoded_by_a_candidate_^ene,^ 
zl 1899cdsj446-706:injeversesequeiice,j989- 
1074,otB_innia_encoding_octamerJbindm 

z2295 linma__7 17- 1 23 1 ,of_p65 jgene_encodmgjp65_subunitjof Ji^c^^ 
25 reverse_z68280_34936- 

35175,dna_sequence_fcom_cosmidJL25a3,Jauntmgtorfs_disease_T^^ 

Metagene 172 

30 m22430_300-732^f-ajpla2_mma,_complete_cds 

ii80669_863-1403,androgenj:egulatedjiomeoboxjprotein_(ii^ 
z70222cds_3-213:inj:everaesequence,_25-37,imna_forjorf_^^^ 

Metagene 123 

35 

d90064_1806-2184,cgm6_inma_for_cd66b_(nca-95) 

in87507_751-l I77:in_reversesequence,_1012-1 130,_homo_sapieii_mterleukin- 
l_beta_convertase_(illbce)_mr 

m91556_4785-5343,voltage~gated_sodium_chaimeI_mraa,_complete_cd^ 
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u82275_l 335-1 647,iiimunoglobidm-likejtranscriptninm,^^ 
xl5675mma_1522-1840,pti7_mnm_for_repetitive_sequen^ 

Metagene 1 19 

5 

d00003_l 681-1981 ,Uver_cytochrome j-450jcDma,_complete_cds,Uver_cytocl^^ 
450_mma, complete_cds 

m74047_1878-2316,steroid_5-alpha-reductase(srd5a2)_nima,_comple^^^ 
S53911_2110- 

10 2584s^c(B4===glycoprotemjexpressed_mJymphohematopoietic^ 
u42360innia_867-1346,n33 _gene 
x54867mmaJ783-1293,inma_for_nk^-ajgene_ 
x65663cdsj83-137,sox-6_imiia/gb==x65663_/ntype-T^ 

y 1 1 174cds_48-5 1 6:mjreversesequence,_600,xnma_.for_rp3 _gene/gb=yl 1 174_/ntype===ma_ 

15 

MetagenellS ^ 

dl2620_l 535-1 965,innm_for_cytocliromej?-4501tbv_ 

d38522_3436-3958,iiima_for_kiaa0080_^eiie,jpartial_cds_ 
20 d63861exon#10_90-656,dna_for_cyclopMlin_40,_complete_c^ 

Iig831-lit83 1_atjig831-lit831 jpotassium_cliannel_ 

j02883xnma_55-493,colipase_inma,jcompletejcd8 

140393mnm_1754-2222,{clone_sl71)_nmia,_complete_cds 

m94172_6837-7328,n-type_calcium_chamel_alpha-l_subunit_mr^ 
25 u05589_877-1453,ribosomaljrotein_sl_homolog_mrna,_partial_cds_ 

u08854_l 612-2040,udpglucuronosyltransferasejprecursor_(ugt2bl 5)_nima,_complete_cds 

ul6954_1099-1579Xaflq)_inma,_complete__cds_ 

ul 7327__6523-708 1 5neuronal_jtiitric_oxide_synthase_(nos 1 )_mnia,_complete_cds 
u35637_8831-9367^ebulin_nmia,jpaitial_cds/gb=u3563 
30 u47926_l 546-1996,uiiknownjprotemJb_iiima,_com^^^ 
u90546_1301- 

1344,butyrophiIinj(bt^)j3ama,j£5ompletejcds,but^ 
x02158iimia_949-1219,genejfor_eiytiinq)ofe 
all_x06562_3951-4396,mma_for _growthJionnonejreceptor 
35 xl4474cds 669~7i0,mma_for_microtubule-associated_tau_jprotem 
all_x86400_560-1155,xnma_for_^atnjiia_sub\mit_of^^ 
aU_x98176_772-1022,mma_for_mach-beta-ljproteiii/gb==x98176_^^ 
z69030cds_838"1186,nima_for_^ammaisofonnjof_61kda_regulatoi^^ 
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Metagene 1 12 

j04621inma_2879-3347,heparan_sulfetej?roteoglycan_ 
aU_in27749J245-348,immimoglobulin-i»lated_14.1_protem^ 
5 related_14. 

aU_x5 1730_4462-5003,imna_and ji»moterjdna_^^^ 

Metagene 89 

10 hg2139-ht2208_f,atjbg2139-ht2208jbeta-l-glycoprotem_l,jpreg^ 
in22403exoiK»2_1749-2224,blood_j>latelet_membrane_glyco^^ 
alpha_(gpib)_j;ene,_completejcds,jcloii 
ii31201jDdsl_atjii31201ju31201,notJnjgb_recoM,laiii^^ 
gamiiia2_chaiii 

15 u73167cds#4_1050-1254:in_reverseseqiieiice,_13521- 

i3767:not_in_gbjrecord,_h_lucal4.2a_gene_extracted_f 

x58288mnia_4517-4955,lu'-ptpu_gene_forjrotem_tyrosin^ 

aUjc66276_3221-3734,inma_forj5keletal_musclejc-protein 

20 Metagene 78 

af005887_1969- 

2413,atfjfamflyjmember_atf5_(at£iS)jtnnia,j^ 

d00860_l 546-2020,tnnia_forjphosphoribosyl_j)yrophosphate_synthetas^^^ l)_subumt_i_ 
25 dl3370exon#5_193-637,apx_5ene_encodingjapex_miclease,_complete_cds_. 

d50550_32 1 7-3475,llgl_nima,_complete_cds_ 

d85131_1126-1679,mma_forj3iyc-associated_zinc-fingerjrotem_^ 

d87989_597-1095,inma_forjudp-galactose_transporter_relatedjsozyme_l,_com 

hg982-ht982_s_atJhg982-ht982jpre-t/iik-ceU-associatedjprotein_ 
30 j03263_667-1218,lysosome-associatedjiiembiane jglycopn)tdn_(lamp_a)jaamajt_coinpIete_cds 

104282_1873-2329,cacccjbox-bmdmgjprotein_inma,_complete_^ 

115 189_1 520-208 l,mitochondiMJbBp75jiirna,jcom 

125876_359-785,protem_tyrosinejphosphatase_(cip2)mma,_compl^^ 

143579_6- 

35 403,(clone_l 10298)_mma/gb=143579 Jntype==ma,(clone_l 10298)_nima/gb=143579_yntype=nia 
m24766_1513-2055,(clonejphaiv2-12)_alpha-2_coUagenJypeJv_(col4a2)^^ 
in3 1 169cds_2-71 ,propiottyl-coa__carboxylaseJbeta-subuiiit_(beta- 
pcc)_geiie,_partial_cds_(inutant__delta-atc 

m34423_l 856-23 1 2,beta-galactosidase_(glb l)_innia,_complete_cds 
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m36429_827-1412,tfmisducmj)eta-2_subwut_ii^ 
in60891nmia_6-41 l,iiix)poiphyrinogen_decarboxylase_(uro- 
d)jgene,jpartiaLcds/gb==nn60891Jntype=dnaJ 
m94250exon#4-5j43-301:not_in^bjword,retinoic_aci^^ 

5 5,_complete__ 

ul0323_963-1467,nuclear_factor_nf45_nirna,_complete_cds_ 

u 1 44 1 1_S61- 101 7,ral_guanine_nucleotide_dissociation_stimulator_inm 

ii28963_567-l 143,gps2_(gps2)_nmia,_completejcds_ 

u29171_1340-1742,casemjkinasej[_delta_mma,_complete_cds 
10 u35835_2404-2859,dna-pk_imiia,jartialj;ds 

ii47105_616-l 174^105e3_ninia,_complete__cds 

u50553_2647-3079,heUcaseJikejproteiimmm,_complete_^ 

u61 734cds_461-628:in_reversesequence,_7 10- 

767,protemJraffickingj>rotem_(s3 liiil25)_mma,_complete 
15 u72935xnni^l_7752- 

7898,_atrx_gene_(putative_dna_dependent^atpase_aQdJieHcase)_exto^ 

u73477jl40~885,acidic_nuclearjhosphoprotem_pp32_innm,_compl^^^ 

u78722_l 523- 1965,zinc_finger_protein_l 65_(zpfl 65)_inma,__complete jcds 

u8 1 802_2557-3043,ptdms_4-kinase_(pi4kb)_mnia,_complete_cds 
20 x54199mnm_2616-3006:injreversesequence,_3118,mnia_for jgars-aii8-gart_ 

x55448exon#13_150-670,_g6pd_geneJglucose-6- 

phospliatojdehydrogenasc)_extracted_femg6pdjgene^^^ 

x55544cds_350-626:inreversesequence,_984-l 1 10,cdna_for_trebjprotem 

x55885mnia_587-1049,nimaJFor_ajresiimptive_kdeljrecq)tor_ 
25 x58521cds_1250-1544:injrevei^esequencB,_1701-1785,mma_forjp62jttucleopoi^^ 

x66397cds_6605-6977:in_reversesequence,_7352-7442,tpr_mma 

all__x66503_l 125- 1690,adenylosuccinate_synthetase jiima 

aU_x78925_1966-2447,hzf2jontma_forjzinc_fmgerj)r^^ 

x90872cds_288-600:m_reversesequence,_799,mma_for_gp2512jprotem_ 
30 z49107cds_619-947:m_reversesequence,_1046-1259,mma_fo^ jjalectin, 

254367cds_13580-14031:mjreveraesequeiice,_14140,genejforj^^ 

z97054cds#2_428- 

968,dna_sequ6nce_fix>mjpac_339al8_on_cliromosomejxpl 1 .2contaiiisjdaa0178_gene,__siinilar 
35 Metagene 58 

x02544cdsJ256-544:m_reversesequence,_688-772,mmaJforjalphal- 

acid_glycoproteiii_(orosomucoid)_ 

dLx78932_421-976,liz©jtnma_for_2mc_fingerj^^ 
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CLAIMS 

What is claimed is: 

1 . A classification tree model incorporating Bayesian analysis for the statistical 
5 prediction of binary outcomes. 

2. The tree model of claim 1, wherein the prediction of a binary outcome is 
dependmt on the interaction of data comprising at least two predictor variables, 

3. The tree model of claim 2, wherein the data arises by case control design 
such that the number of 0/1 values in the response data is fixed by design. 

10 4. The tree model of claim 3, such that the case control design assesses 
association between predictors and binaiy outcome with nodes of a tree. 
5. The tree model of claim 4, such that the Bayesian analysis comprises using 
sequences of Bayes factor based tests of association to rank and select predictors that 
define a node split. 

15 6. The tree model of claim 5, further comprising the forward generation of at 
least one class of trees with high marginal likelihood, wherein the prediction of said 
class of trees is conducted using principles of model averaging. 

7. The tree model of claim 6, wherein the principle of model averaging 
comprises the steps of: 

20 weighted prediction of a tree by determining its implied posterior probability by a 
score; 

evaluation of the score to exclude unlikely trees; 

evaluation of the posterior and predictive distribution at each node and leaf of a tree; 
and 

25 application of said posterior and predictive distribution to the evaluation o of each 
tree and the averaging of predictions across trees for future predictive cases. 

8. The tree model of claim 1 or 2, wherein the binary outcome is a clinical state. 

9. The tree model of claim 1 or 2, wherein the binary outcome is a 
physiological state. 

30 1 0. The tree model of claim 1 or 2, wherein the binary outcome is a physical 
state. 

1 1 . The tree model of claim 1 or 2, wherein the binary outcome is a disease state. 
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12. The tree model of claim 1 or 2, wherein the binary outcome is a risk group. 

13. The tree model of claim 1 or 2, wherein the data is biological data. 

14. The tree model of claim 1 or 2, wherein the data is statistical data. 
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Figure 3 
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Figure 4 
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FIGURE 13 
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